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(57) Abstract: The present invention is based on the elucidation of the global changes in gene expression and the identification of 
toxicity markers in tissues or cells exposed to a known toxin. The genes may be used as toxicity markers in drug screening and 
toxicity assays. The invention includes a database of genes characterized by toxin-induced differential expression that is designed 
for use with microarrays and other solid-phase probes. 
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PRIMARY RAT HEPATOCYTE TOXICITY MODELING 

INVENTORS: Donna MENDRICK, Mark PORTER, Kory JOHNSON, Brandon 
HIGGS, Arthur CASTLE, Michael ORR and Michael ELASHOFF 

RELATED APPLICATIONS 

[0001] This application claims priority under 35 U.S.C. §119(e) to U.S. Provisional 
Applications 60/353,171, filed February 4, 2002; 60/363,534, filed March 13, 2002; 
60/371,135, filed April 10, 2002; 60/371,134, filed April 10, 2002; 60/370,248, filed April 8, 
2002; 60/371,150, filed April 10, 2002; 60/371,413, filed April 1 1, 2002; 60/373,601, filed 
April 19, 2002; 60/374,139, filed April 22, 2002; 60/394,253, filed July 9, 2002; 60/378,652, 
filed May 9, 2002; 60/373,602, filed April 19, 2002; 60/378,653, filed May 9, 2002; 
60/378,665, filed May 9, 2002; 60/378,370, filed May 8, 2002; 60/394,230, filed July 9, 
2002; and 60/407,688, filed September 4, 2002, all of which are herein incorporated by 
reference in their entirety. 

[0002] This application is also related to pending U.S. Applications 09/917,800, filed July 
31, 2001, 10/060,087, filed January 31, 2002, and PCT/US03 / entitled <c Molecular 

Hepatotoxicology Modeling," filed January 31, 2003, as well as to PCT Application 
PCT/US01/23872, filed July 31, 2001, all of which are herein incorporated by reference in 
their entirety. 

SEQUENCE LISTING SUBMISSION ON COMPACT DISC 

[0003] The Sequence Listing submitted concurrently herewith on compact disc under 37 
C.F.R. §§1. 821(c) and 1.821(e) is herein incorporated by reference in its entirety. Four 
copies of the Sequence Listing, one on each of four compact discs are provided. Copy 1, 
Copy 2 and Copy 3 are identical. Copies 1, 2 and 3 are also identical to the CRF. Each 
electronic copy of the Sequence Listing was created on February 3, 2003 with a file size of 
6321KB. The file names are as follows: Copy l- gl5113wo.txt; Copy 2- gl5113wo.txt; 
Copy 3- gl5113wo.txt; CRF- gl5113wo.txt. 

BACKGROUND OF THE INVENTION 

[0004] The need for methods of assessing the toxic impact of a compound, pharmaceutical 
agent or environmental pollutant on a cell or living organism has led to the development of 
procedures which utilize living organisms as biological monitors. The simplest and most 
convenient of these systems utilize unicellular microorganisms such as yeast and bacteria, 
since they are most easily maintained and manipulated. Unicellular screening systems also 
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often use easily detectable changes in phenotype to monitor the effect of test compounds on 
the cell. Unicellular organisms, however, are inadequate models for estimating the potential 
effects of many compounds on complex multicellular animals, as they do not have the ability 
to carry out biotransformations to the extent or at levels found in higher organisms. 
[00051 The biotransformation of chemical compounds by multicellular organisms is a 
significant factor in determining the overall toxicity of agents to which they are exposed. 
Accordingly, multicellular screening systems or screening systems using isolated eukaryotic 
cells may be preferred or required to detect the toxic effects of compounds. The use of 
multicellular organisms as toxicology screening tools has been significantly hampered, 
however, by the lack of convenient screening mechanisms or endpoints, such as those 
available in yeast or bacterial systems. In addition, previous attempts to produce toxicology 
prediction systems have failed to provide the necessary modeling data and statistical 
information to accurately predict toxic responses (e.g., WO 00/12760, WO 00/47761, WO 
00/63435, WO 01/32928, WO 01/38579). 

SUMMARY OF THE INVENTION 

[0006] The present invention is based on the elucidation of the global changes in gene 
expression in primary hepatocytes exposed to known toxins, in particular hepatotoxins, as 
compared to unexposed cells as well as the identification of individual genes that are 
differentially expressed upon toxin exposure. 

[0007] In various aspects, the invention includes methods of predicting at least one toxic 
effect of a compound, predicting the progression of a toxic effect of a compound, and 
predicting the hepatoxicity of a compound. The invention also includes methods of 
identifying agents that modulate the onset or progression of a toxic response. Also provided 
are methods of predicting the general pathology classes and cellular pathways that a 
compound modulates in a cell. The invention includes methods of identifying agents that 
modulate protein activities. 

[0008] In a further aspect, the invention provides probes comprising sequences that 
specifically hybridize to genes in Tables 1-5XX. Also provided are solid supports 
comprising at least two of the previously mentioned probes. The invention also includes a 
computer system that has a database containing information identifying the expression level 
in a tissue or cell sample exposed to a hepatotoxin of a set of genes comprising at least two 
genes in Tables 1-5XX. 
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DETAILED DESCRIPTION 

[0009] Many biological functions are accomplished by altering the expression of various 
genes through transcriptional {e.g. through control of initiation, provision of RNA precursors, 
RNA processing, etc.) and/or translational control. For example, fundamental biological 
processes such as cell cycle, cell differentiation and cell death are often characterized by the 
variations in the expression levels of groups of genes. 

[0010] Changes in gene expression are also associated with the effects of various 
chemicals, drugs, toxins, pharmaceutical agents and pollutants on an organism or cells. For 
example, the lack of sufficient expression of functional tumor suppressor genes and/or the 
over expression of oncogene/protooncogenes after exposure to an agent could lead to 
tumorgenesis or hyperplastic growth of cells (Marshall, Cell, 64: 313-326 (1991); Weinberg, 
Science, 254: 1 138-1 146 (1991)). Thus, changes in the expression levels of particular genes 
{e.g. oncogenes or tumor suppressors) may serve as signposts for the presence and 
progression of toxicity or other cellular responses to exposure to a particular compound. 
[0011] Monitoring changes in gene expression may also provide certain advantages during 
drug screening and development. Often drugs are screened for the ability to interact with a 
major target without regard to other effects the drugs have on cells. These cellular effects 
may cause toxicity in the whole animal, which prevents the development and clinical use of 
the potential drug. 

[0012] The present inventors have examined primary rat hepatocytes exposed to the known 
hepatotoxins which induce detrimental liver effects, to identify global and individual changes 
in gene expression induced by these compounds. These global changes in gene expression, 
which can be detected by the production of expression profiles, as well as the individual 
genes, provide useful toxicity markers that can be used to monitor toxicity and/or toxicity 
progression by a test compound. Expression profiles, as well as the individual markers, may 
also be used to monitor or detect various disease or physiological states, disease progression, 
drug efficacy and drug metabolism. 

Identification of Toxicity Markers 

[0013] To evaluate and identify gene expression changes that are predictive of toxicity, 
studies using selected compounds with well characterized toxicity have been conducted by 
the present inventors to catalogue altered gene expression during exposure in vivo and in 
vitro. In the present study, amiodarone, alpha-naphthylisotbiocyante (AMT), acetaminophen 
(APAP), AY-25329, carbamazepine, carbon tetrachloride, chlorpromazine, CI-1000, 
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clofibrate, CPA, diclofenac, diflunisal, dimethyliutrosamine (DMN), 17a-ethinylestradiol, 
gemfibrozil (Lopid®), hydrazine, imipramine (Janiniine), indomethacin, lipopolysapcharide, 
lovastatin (Mevacor®), methotrexate, phenobarbital, tacrine, tamoxifen, tetracycline, 
valproate and Wy-14643 were selected as a known hepatotoxins. 

[0014] Amiodarone (Cordarone®) is an anti-arrhythmic agent whose chemical structure 
contains a benzofuran ring (ring A) coupled to a p-OH-benzene structure substituted with 2 
iodines and a diethyl-ethanolamine side chain (ring B). This drug is known to cause damage 
to the liver and has been shown to adversely effect the mitochondria by uncoupling oxidative 
phosphorylation and inhibiting beta-oxidation and respiration. Inhibition of respiration 
decreases ATP and increases production of reactive oxygen species, which in turn cause lipid 
peroxidation. The steatosis and hepatitis observed following treatment with amiodarone are 
believed to be due, at least in part, to lipid peroxidation products (Spaniol et al , J Hepatol 
35(5):62S-636 (2001); Berson et al, Gastroenterology 114:764-774, (1998)). 
[0015] Aromatic and aliphatic isothiocyanates are commonly used soil fumigants and 
pesticides (Shaaya et al, Pesticide Science 44(3):249-253 (1995); Cairns et al, J Assoc 
Official Analytical Chemists 71(3):547-550 (1988)). These compounds are also 
environmental hazards, because they remain as toxic residues in plants (Cerny et al, J 
Agricultural and Food Chemistry 44(12):3835-3839 (1996)) and because they are released 
from the soil into the surrounding air (Gan et al, J Agricutxtral and Food Chemistry 
46(3):986-990 (1998)). 

[0016] Exposure to a-naphthylisothiocyanate (ANIT) has been shown to increase serum 
levels of total bilirubin, alkaline phosphatase, serum glutamic oxaloacetic transaminase and 
serum glutamic pyruvic transaminase, while total bile flow was reduced, all of which are 
indications of severe biliary dysfunction. ANIT also induces jaundice and cholestatis (the 
condition caused by failure to secrete bile, resulting in plasma accumulation of bile 
substances, liver cell necrosis and bile duct obstruction) (Tanaka et al , Clinical and 
Experimental Pharmacology and Physiology 20:543-547 (1993)). ANIT fails to produce 
extensive necrosis, but was found to produce inflammation and edema in the portal tract of 
the liver (Maziasa et al, Toxicol Appl Pharmacol 1 10:365-373 (1991)). ANTT-induced 
hepatotoxicity may also characterized by cholangiolitic hepatitis and bile duct damage. 
Acute hepatotoxicity caused by ANIT in rats is manifested as neutrophil-dependent necrosis 
of bile duct epithelial cells (BDECs) and hepatic parenchymal cells. These changes mirror 
the cholangiolitic hepatitis found in humans (Hill, Toxicol Sci 47: 1 1 8-125 (1999)). 
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[0017] Histological changes include an infiltration of polymorphonuclear neutrophils and 
elevated number of apoptotic hepatocytes (Calvo et aL, J Cell Biochem 80(4):46 1-470 
(2001)). Other known hepatotoxic effects of exposure to ANIT include a damaged 
antioxidant defense system, decreased activities of superoxide dismutase and catalase (Ohta 
et aL, Toxicology 139(3):265-275 (1999)), and the release of proteases from the infiltrated 
neutrophils, alanine aminotransferase, cathepsin G, elastase, which mediate hepatocyte 
killing (Hill et aL, Toxicol Appl Pharmacol 148(1):169-175 (1998)). 

[0018] Acetominophen (APAP) is a widely used analgesic and antipyretic agent that is an 
effective substitute for aspirin. Although acetaminophen does not have anti-inflammatory 
properties, it is preferably given to patients with ulcers or patients in whom prolonged 
clotting times would not be desirable. It also preferably taken by people who do not tolerate 
aspirin well. 

[0019] Acetominophen is metabolized to iV-acetyl-p-benzoqxiinoheimine (NAPQI) by N- 
hydroxylation in a cytochrome P450-mediated process. This highly reactive intermediate, 
which reacts with sulfhydryl groups in glutathione, and in other liver proteins following the 
depletion of glutathione, can cause centrilobular hepatic necrosis (particularly in zone 3), 
renal tubular necrosis, and hepatic and renal failure (Goodman and Gilman's The 
Pharmacological Basis of Therapeutics. Ninth Ed.. Hardman et aL, eds., pp. 631-633, 
McGraw-Hill, New York, 1996; Chanda et aL, Hepatology 21(2):477-486 (1995)). Less 
serious side effects include skin rashes (erythemas and urticarias) and allergic reactions. 
[0020] Upon treatment of rats with acetaminophen, hepatotoxicity can be observed 24 hours 
after dosing, as determined by statistically significant elevations of ALT and AST in the 
serum and by hepatocellular necrosis visualized at the light microscopic level (Hessel etaL, 
BrazJMedBiolRes 29(6):793-796 (1996); Bruck et aL,DigDis Sci 44(6):1228-1235 
(1999)). High, but non-lethal, doses of acetaminophen given to rats also produced elevated 
levels of genes involved in hepatic acute phase response and liver cell maintenance and 
repair: arginase, beta-fibrinogen, alpha 1-acid glycoprotein, alpha-tubulin, histone 3, TGF 
beta and cyclin d. Expression levels of genes regulated by the cell cycle were decreased 
(Tygstrup et aL, J Hepatol 25(2):183-190 (1996); Tygstrup et aL, J Hepatol 27(1): 156-162 
(1997)). In mice, expression levels of genes that encode growth arrest and cell cycle 
regulatory proteins were increased, along with expression levels of stress-induced genes, 
transcription factor LRG-21, SOCS-2 (cytokine signaling repressor) and PAI-1 (plasminogen 
activator inhibitor-1) (Reilly et aL, Biochem Biophys Res Comm 282(l):321-328 (2001)). 
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[0021] AY-25329 is a phenothiazine that has been shown to be toxic in liver and in kidney 
tissue, where it can cause nephrosis. Phenothiazines are a class of psychoactive drugs that 
are used to treat schizophrenia, paranoia, mania, hyperactivity in children, some forms of 
senility, and anxiety (http://www.encyclopedia.com/articlesnew/ 36591.html). Side effects 
associated with prolonged use of these drugs are reduced blood pressure, Parkinsonism, 
reduction of motor activity, and visual impairment. 

[0022] The present inventors have noted indications of liver and renal effects of AY-25329 
by changes in serum chemistry. As early as 6 hours after the first dose, statistically 
significant increases in serum levels of creatinine, BUN, ALT, triglycerides and cholesterol 
were observed. Most of these markers of renal and liver dysfunction remained altered 
throughout the 14 day study period. Light microscopic analysis revealed effects in the liver 
as early as 6 and 24 hours, as evidenced by an increased number of hepatocytic mitotic 
figures and decreased glycogen content. Following 14 days of repeated dosing, nephrosis 
and alterations in the peripheral lobes of the liver and in the cytoplasm of hepatocytes were 
evident in rats dosed with 250 mg/kg/day of AY-25329. 

[0023] Carbamazepine (Tegretol®) is an anti-epieleptic agent. In rats, it has been shown to 
induce a number of cytochrome P450 enzymes, in particular CYP2B, and the drug may also 
cause steatohepatitis in humans (Tateishi et al., Chem Biol Interact 1 17:257-268 (1999); 
Grieco et aL 9 Eur J Gastroenterol 13(8):973-975 (2001)). 

[0024] The pathogenesis of acute carbon tetrachloride (CCl 4 )-induced hepatotoxicity 
follows a well-characterized course in humans and experimental animals resulting in 
centrilobular necrosis and steatosis, followed by hepatic regeneration and tissue repair. 
Severity of the hepatocellular injury is also dose-dependent and may be affected by species, 
age, gender and diet. 

[0025] Differences in susceptibility to CC1 4 hepatotoxicity are primarily related to the 
ability of the animal .model to metabolize CC1 4 to reactive intermediates. CCl 4 -induced 
hepatotoxicity is dependent on CC1 4 bioactivation to trichloromethyl free radicals by 
cytochrome P450 enzymes (CYP2E1), localized primarily in centrizonal hepatocytesv 
Formation of the free radicals leads to membrane lipid peroxidation and protein denaturation 
resulting in hepatocellular damage or death. 

[0026] The onset of hepatic injury is rapid following acute administration of CC1 4 to male 
rats. Morphologic studies have shown cytoplasmic accumulation of lipids in hepatocytes 
within 1 to 3 hours of dosing, and by 5 to 6 hours, focal necrosis and hydropic swelling of 
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hepatocytes are evident. Centrilobular necrosis and inflammatory infiltration peak by 24 to 
48 hours post dose. The onset of recovery is also evident within this time frame by increased 
DNA synthesis and the appearance of mitotic figures. Removal of necrotic debris begins by 
48 hours and is usually completed by one week, with full restoration of the liver by 14 days. 
[0027] Increases in serum transaminase levels also parallel CCl 4 -induced hepatic 
histopathology. In male Sprague Dawley (SD) rats, alanine aminotrasferase (ALT) and 
aspartate aminotransferase (AST) levels increase within 3 hours of CC1 4 administration (0.1, 
1,2, 3, 4 mL/kg, ip; 2.5 mL/kg, po) and reach peak levels (approximately 5-10 fold increases) 
within 48 hours post dose. Significant increases in serum -glutathione s-transferase (-GST) 
levels have also been detected as early as 2 hours after CC1 4 administration (25 L/kg, po) to 
male SD rats. 

[0028] At the molecular level, induction of the growth-related proto-oncogenes, c-fos and 
c-jun, is reportedly the earliest event detected in an acute model of CCl 4 -induced 
hepatotoxicity (Schiaffonato et al, Liver 17:183-191 (1997)). Expression of these early- 
immediate response genes has been detected within 30 minutes of a single dose of CC1 4 to 
mice (0.05 -1.5 mL/kg, ip) and by 1 to 2 hours post dose in rats (2 mL/kg, po; 5 mL/kg, po) 
(Schiaffonato et al 9 supra, and Hong et al 9 Yonsei Medical J 38:161-111 (1997)). Similarly, 
hepatic c-myc gene expression is increased by 1 hour following an acute dose of CC1 4 to 
male SD rats (5 mL/kg, po) (Hong et al t supra). Expression of these genes following 
exposure to CC1 4 is rapid and transient. Peak hepatic mRNA levels for c-fos, c-jun, and c- 
myc, after acute administration of CC1 4 have been reported at 1 to 2 hours, 3 hours, and 1 
hour post dose, respectively. 

[0029] The expression of tumor necrosis factor-a (TNF-a)is also increased in the livers of 
rodents exposed to CC1 4 , and TNF-a has been implicated in initiation of the hepatic repair 
process. Pre-treatment with anti-TNF-a antibodies has been shown to prevent CC1 4 - 
mediated increases in c-jun and c-fos gene expression, whereas administration of TNF-a 
induced rapid expression of these genes (Bruccoleri et aL 9 Hepatol 25:133-141 (1997)). Up- 
regulation of transforming growth factor- p (TGF-P) and transforming growth factor 
receptors (TBRI-DI) later in the repair process (24 and 48 hours after CC1 4 administration) 
suggests that TGF-P may play a role in limiting the regenerative response by induction of 
apoptosis (Grasl-Kraupp et al. 9 Hepatol 28:717-7126 (1998)). 
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[0030] Chlorpromazine (Thorazine®) is a central nervous system depressant that is used as a 
sedative and also as an anti-nausea or anti-itching medication. The mechanism of action is 
not known. The drug induces canalicular cholestasis, a condition characterized by a decrease 
in the volume of bile formed and impaired secretion of solutes into bile, resulting in elevated 
serum levels of bile salts and bilirubin. Chlorpromazine has also been shown to inhibit bile 
acid uptake and canalicular contractility. Bile plugs can form in the bile ducts and canahculi. 
Drug-induced cholestasis is also associated with cell swelling, inflammation and cell death 
(Casarett and Douirs Toxicology: The Basic Science of Poisons. 6th Ed. , Klaassen et at eds., 
pp. 476-486, McGraw-Hill Medical Pub. Div., New York, 2001). 
[00311 CI-1000 (4H-pyrrolo:3,2-d:pyrimidin-4-one, 2-amino-3,5-dihydro-7-(3- 
thienylmethyl)-monohydrochloride monohydrate) is a compound with anti-inflammatory 
properties. After treatment with CI-1000, increased serum ALT levels, a standard marker of 
liver toxicity, were observed in dogs. 

[0032] Clofibrate, a halogenated phenoxypropanoic acid derivative (ethyl ester of clofibric 
acid), is an antilipemic agent. The exact mechanism by which clofibrate lowers serum 
concentrations of triglycerides and low-density lipoprotein (LDL) cholesterol, as well as 
raising high-density lipoprotein (HDL) cholesterol is uncertain. The drug has several 
antUipidemic actions, including activating lipoprotein lipase, which enhances the clearance of 
triglycerides and very-low-density lipoprotein (VLDL) cholesterol, inhibition of cholesterol 
and triglyceride biosynthesis, mobilization of cholesterol from tissues, increasing fecal 
excretion of neutral steroids, decreasing hepatic lipoprotein synthesis and secretion, and 
decreasing free fatty acid release. 

[0033] Clofibrate has a number of effects on the rat liver, including hepatocellular 
hypertrophy, cellular proliferation, hepatomegaly, induction of CYP450 isozymes, and 
induction of palmitoyl Co A oxidation. Long term administration of clofibrate causes 
increased incidence of hepatocellular carcinoma, benign testicular Leydig cell tumors, and 
pancreatic acinar adenomas in rats. Clofibrate induces proliferation of peroxisomes in 
rodents and this effect, rather tlian genotoxic damage, is believed to be the causative event in 
rodent carcinogenesis ( AHFS Drug Information Handbook 200 L McEvoy, ed., pp. 1735- 
1738; Electronic Physicians' Desk Reference- Atromid-S (clofibrate) at www.pdr.net; Brown 
and Goldstein, <c Drugs used in the treatment of hyperliproteinemias," in Goodman and 
Gilman's The Pharmacological Basis of Therapeutics. Eighth ed., Goodman et al, eds., pp. 
874-896, Pergamon Press, New York, 1990). 
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[0034] Clofibrate also increases hepatic lipid content and alters its normal composition by 
significantly increasing levels of phosphatidylcholine and phosphatidyl-ethanolarnine 
(Adinehzadeh et aL, Chem Res Toxicol 11(5):428~440 (1998)). A rat study of liver 
hyperplasia and liver tumors induced by peroxisome proliferators revealed that 
administration of clofibrate increased levels of copper and altered copper-related gene 
expression in the neoplastic liver tissues. Down-regulation of the ceruloplasmin gene and of 
the Wilson's Disease gene (which encodes P-type ATPase), along with up-regulation of the 
metallothionein gene, were noted in these tissues (Eagon et aL, Carcinogenesis 20(6): 1091- 
1096 (1999)). Clofibrate-induced peroxisome proliferation and carcinogenicity are believed 
to be rodent-specific, and have not been demonstrated in humans. 

[0035] Cyproterone acetate (CPA) is a potent androgen antagonist and has been used to 
treat acne, male pattern baldness, precocious puberty, and prostatic hyperplasia and 
carcinoma (Goodman & Gilman's The Pharmacological Basis of Therapeutics 9 th ed., p. 
1453, J.G. Hardman et aL, Eds., McGraw Hill, New York, 1996). Additionally, CPA has 
been used clinically in hormone replacement therapy to protect the endometrium and 
decrease menopausal symptoms and the risk of osteoporotic fracture (Schneider, 'The role of 
antiandrogens in hormone replacement therapy," Climacteric 3 (Suppl. 2): 21-27 (2000)). 
[0036] In experiments with rats, CPA was shown to induce unscheduled DNA synthesis in 
vitro. After a single oral dose, continuous DNA repair activity was observed after 16 hours. 
CPA also increased the occurrence of S phase cells, which corroborated the mitogenic 
potential of CPA in rat liver (Kasper et aL, Carcinogenesis 17(10): 2271-2274 (1996)). CPA 
has also been shown to produce cirrhosis in humans (Garty et aL, Eur J Pediatr 158(5): 367- 
370 (1999)). 

[0037] Diclofenac, a non-steroidal anti-inflammatory drug, has been frequently 
administered to patients suffering from rheumatoid arthritis, osteoarthritis, and ankylosing 
spondylitis. Following oral administration, diclofenac is rapidly absorbed and then 
metabolized in the liver by cytochrome P450 isozyme of the CYC2C subfamily (Goodman & 
Gilman's The Pharmacological Basis of Therapeutics 9 th ed., p. 637, J.G. Hardman et aL, 
eds., McGraw Hill, New York, 1996). In addition, diclofenac has been applied topically to 
treat pain due to corneal damage (Jayamanne et aL, Eye ll(Pt. 1): 79-83 (1997); Dornic et 
at., Am J Ophthalmol 125(5): 719-721 (1998)). 

[0038] Although diclofenac has numerous clinical applications, adverse side-effects have 
been associated with the drug, such as corneal complications, including corneal melts, 
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ulceration, and severe keratopathy (Guidera etal 9 Ophthalmology 108(5): 936-944 (2001)). 
Another study investigated 180 cases of patients who had reported adverse reactions to 
diclofenac to the Food and Drug Administration (Banks et al 9 Hepatology 22(3): 820-827 
(1995)). Of the 180 reported cases, the most common symptom was jaundice (75% of the 
symptomatic patients). Liver sections were taken and analyzed, and hepatic injury was 
apparent one month after drug treatment. An additional report showed that a patient 
developed severe hepatitis five weeks after beginning diclofenac treatment for osteoarthritis 
(Bhogaraju et al 9 South MedJ92(l)\ 711-713 (1999)). 

[0039] In one study on diclofenac-treated Wistar rats (Eborig et al. 9 Afr J Med Sci 27(3-4): 
243-246 (1998)), diclofenac treatment induced an increase in serum chemistry levels of 
alanine aminotransferase, aspartate aminotransferase, methaemoglobin, and total and 
conjugated bilirubin. Additionally, diclofenac, enhanced the activity of alkaline phosphatase 
and 5'nucleotidase. A study on humans revealed elevated levels of hepatic transaminases and 
serum creatine when compared to the control group (McKenna et al. 9 ScandJ Rheumatol 
30(1): 11-18(2001)). 

[0040] Diflunisal, a non-steroidal anti-inflammatory drag (NSAID), is a difluorophenyl 
derivative of salicylic acid (Goodman & Gilman's The Pharmacological Basis of 
Therapeutics 9 th ed.. p. 63 1, J.G. Hardman et al 9 Eds., McGraw Hill, New York, 1996). It is 
most frequently used in the treatment of osteoarthritis and musculoskeletal strains. NSAIDs 
have analgesic, antipyretic and anti-inflammatory actions, however, hepatotoxicity is known 
to be an adverse side effect of NSAID treatment (Masubuchi et al 9 J Pharmacol Exp Ther 
287:208-213 (1998)). Diflunisal has been shown to be less toxic than other NSAIDs, but it 
can eventually have deleterious effects on platelet or kidney function (Bergamo et al 9 Am J 
Nephrol 9:460-463 (1989)). Other side effects that have been associated with diflunisal 
treatment are diarrhea, dizziness, drowsiness, gas or heartburn, headache, nausea, vomiting, 
and insomnia (http ://arthritisinsight.com/medical/ meds/ dolobid.html) . 
[0041] In a comparative hepatotoxicity study of 18 acidic NSAIDs, diflunisal was shown to 
increase LDH leakage in rat hepatocytes, a marker for cell injury, when compared to control 
samples. Additionally, treatment with diflunisal led to decreased intracellular ATP 
concentrations. In a study comparing the effects of diflunisal and ibuprofen, both drugs 
appeared to cause abdominal cramping, even during short-term usage. Because the toxic 
dosages were selected to be below the level at which gastric ulceration occurs, more severe 
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gastrointestinal effects were not detected. But, increased serum levels of creatinine, a sign of 
renal injury, were also observed (Muncie et aL, Clin Ther 11:539-544 (1989)). 
[0042] Another model compound, dimethylnitrosamine (DMN), is a known carcinogen and 
inducer of liver fibrosis and lipid peroxidation. DMN causes oxidative stress in liver cells, 
which may be the link between chronic liver damage and liver fibrosis. Rats treated with 
DMN showed diffuse fibronectin deposition, elevated hydroxyproline levels (an indicator of 
fibrosis), increased levels of collagens, fibrous septa, and impaired oxidative balance. Serum 
levels of ALT and malondialdehyde (MDA) were increased, while serum levels of SOD were 
decreased (Vendemiale et aL, Toxicol Appl Pharmacol 175(2):130-139 (2001); Liu et al 9 
Zhonghua Gan ZangBing Za Zhi 9 Suppl: 18-20 (2001)). Other studies in rats have noted 
severe centrilobular congestion and haemorrhagic necrosis several days after a three-day 
period of DMN administration. Following additional periods of DMN treatment, the rats 
developed centrilobular necrosis and intense neutrophilic infiltration, which progressed to 
severe centrilobular necrosis, fiber deposition, focal fatty deposits, bile duct proliferation, 
bridging necrosis and fibrosis around the central veins (cirrhosis-like symptoms). A decrease 
in total protein and increase in DNA were also observed (George et aL (2001) Toxicology 
156(2-3):129-138). 

[0043] 17a-ethinylestradiol, a synthetic estrogen, is a component of oral contraceptives, 
often combined with the progestational compound norethindrone. It is also used in post- 
menopausal estrogen replacement therapy flPDR 47 th Ed., pp. 2415-2420, Medical Economics 
Co., Inc., Montvale, NJ, 1993; Goodman & Gilman's The Pharmalogical Basis of 
Therapeutics 9 th Ed., pp. 1419-1422, J.G. Hardman et aL Eds., McGraw Hill, New York, 
1996). 

[0044] The most frequent adverse effects of 17a-ethinylestradiol usage are increased risks 
of cardiovascular disease: myocardial infarction, thromboembolism, vascular disease and 
high blood pressure, and of changes in carbohydrate metabolism, in particular, glucose 
intolerance and impaired insulin secretion. There is also an increased risk of developing 
benign hepatic neoplasia. Because this drug decreases the rate of liver metabolism, it is 
cleared slowly from the liver, and carcinogenic effects, such as tumor growth, may result. 
[0045] 17a-ethinylestradiol has been shown to cause a reversible intrahepatic cholestasis in 
male rats, mainly by reducing the bile-salt-independent fraction of bile flow (BSD 7 ) (Koopen 
et aL, Hepatology 27:537-545 (1998)). Plasma levels of bilirubin, bile salts, aspartate 
aminotransferase (AST) and alanine aminotransferase (ALT) in this study were not changed. 
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This study also showed that 17a-ethinylestradiol produced a decrease in plasma cholesterol 
and plasma triglyceride levels, but an increase in the weight of the liver after 3 days of drug 
administration, along with a decrease in bile flow. Further results from this study are as 
follows. The activities of the liver enzymes leucine aminopeptidase and alkaline phosphatase 
initially showed significant increases, but enzyme levels decreased after 3 days. Bilirubin 
output increased, although glutathione (GSH) output decreased. The increased secretion of 
bilirubin into the bile without affecting the plasma level suggests that the increased bilirubin 
production must be related to an increased degradation of heme from heme-containing 
proteins. Similar results were obtained in another experiment (Bouchard et al, Liver 13:193- 
202 (1993)) in which the livers were also examined by light, and electron microscopy. Daily 
doses of 17a-ethinylestradiol have been shown to cause cholestasis as well, although, 
following drug treatment, bile flow rates gradually returned to normal (Hamada et al, 
Hepatology 21 : 1455-1464 (1995)). Liver hyperplasia, possibly in response to the effects of 
tumor promoters, has also been observed (Mayol, Carcinogenesis 13:2381-2388 (1992)). 
[0046] The lipid-lowering drug gemfibrozil (Lopid®) is a know peroxisome proliferated in 
liver tissue, causing both hyperplasia and enlargement of liver cells. Upon exposure to 
gemfibrozil, hepatocarcinogenesis has been observed in rats and mice, and a decrease in 
alpha-tocopherol and an increase in DT-diaphorase activity have been observed in rats and 
hamsters (impaired antioxidant capability). Peroxisome proliferators increase the activities of 
enzymes involved in peroxisomal beta-oxidation and omega-hydroxylation of fatty acids, 
which results in oxidative stress (O'Brien et al, Toxicol Sci 60(2);271-278 (2001); Carthew 
et al, JAppl Toxicol 17(1):47-51 (1997)). 

[0047] Hydrazine (NH 2 =NH 2 ), is a component of many industrial chemicals, such as 
aerospace and airplane fuels, corrosion inhibitors, dyes and photographic chemicals. Its 
derivatives are used in pharmaceuticals such as hydrazine sulphate, used to treat cachexia in 
cancer patients, isoniazid, an anti-tuberculosis drug, and hydralazine, an anti-hypertensive. 
These drugs are metabolized in vivo to produce hydrazine, among other by-products. 
Consequently, exposure to hydrazine is by direct contact, e.g., among military and airline 
personnel, or the result of its production in the body, e.g., in patients with cancer or high 
blood pressure. 

[0048] Studies on rat hepatocytes have shown that hydrazine causes a dose-dependent loss 
of viability, leakage of LDH, depletion of GSH and ATP and a decreased rate of protein 
synthesis (Delaney et al, Xenobiotica 25(12):1399-1410 (1995)). When administered to rats, 
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hepatotoxic changes, characterized by GSH and ATP depletion and induction of fatty liver 
(increases in liver weight and triglycerides, with the appearance of fatty droplets, swelling of 
mitochondria and appearance of microbodies) were also found to be dose-dependent (Jenner 
et a/., Arch Toxicol 6S(6):349-357 (1994); Scales et ah, J Toxicol Environ Health 10(6):941- 
953 (1982)). The hepatoxicity, as well as renal toxicity, associated with hydrazine exposure 
has been linked to free radical damage resulting from oxidative metabolism by cytochrome 
P4502E1 (CYP2E1), which catalyzes the conjugation of free radicals with reduced 
glutathione. Although exposure to hydrazine and several hydrazine derivatives increased 
enzyme levels in kidney tissue, increased enzyme levels were not detected in liver tissue 
(Runge-Morris et al, Dmg Metab Dispos 24(7):734-737 (1996)). 
[0049] The mutagenic and hepatocarcinogenic effects of hydrazine were examined in 
hamster livers. In vivo, hydrazine reacts with formaldehyde to form formaldehyde hydrazone 
(CH 2 =N-NH 2 ), an alkylating intermediate that methylates guanine in DNA. Upon treatment 

with hydrazine, liver DNA showed the presence of methylated guanine, DNA adducts and the 
impairment of maintenance methylation (impaired methylation of deoxycytosine). Hepatic 
adenomas and carcinomas also developed in a dose-dependent maimer and could be 
correlated with decreased maintenance methylation (FitzGerald et ah, Carcinogenesis 
17(12):2703-2709 (1996)). 

[0050] Imipriamine, a dibenzazepine derivative, is a tricyclic anti-depressant agent commonly 
used for the treatment of major depression. Experiments in rats have shown that the drug 
induces cytochrome P450-mediated formation of reactive metabolites, which cause acute cell 
injury. Decreased levels of glutathione and protein thiols, as well as lactate dehydrogenase 
leakage, all standard measures of liver toxicity, were also noted (Masubuchi et aL, Arch 
Toxicol 73(3): 147-15 1 (1999). On rare occasions, imipramine has induced cholestasis and 
hepatitis in humans (Moskovitz et ah, J Clin Psychiatry 43(4):165-066 (1982); Horst et aL, 
Gastroenterology 79(3):550-544 (1980)). 

[0051] Indomethacin is a non-steroidal antiinflammatory, antipyretic and analgesic drug 
commonly used to treat rheumatoid arthritis, osteoarthritis, ankylosing spondylitis, gout and a 
type of severe, chronic cluster headache characterized by many daily occurrences and jabbing 
pain. This drug acts as a potent inhibitor of prostaglandin synthesis; it inhibits the 
cyclooxygenase enzyme necessary for the conversion of arachidonic acid to prostaglandins 
(PDR 47 th Ed. . Medical Economics Co., Inc., Montvale, NJ, 1993; Goodman & Gilman's The 
Pharmalogical Basis of Therapeutics 9 th Ed.. J.G. Hardman et al eds., pp. 1074-1075, 1089- 
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1095, McGraw Hill, New York, 1996; Cecil Textbook of Medicine, 20 th Ed. , part XE, pp. 
772-773, 805-808, J. C. Bennett and F. Plum Eds., W. B. Saunders Co., Philadelphia, 1996). 
[0052] The most frequent adverse effects of indomethacin treatment are gastrointestinal 
disturbances, usually mild dyspepsia, although more severe conditions, such as bleeding, 
ulcers and perforations can occur. Hepatic involvement is uncommon, although some fatal 
cases of hepatitis and jaundice have been reported. Renal toxicity can also result, particularly 
after long-term administration. Renal papillary necrosis has been observed in rats, and 
interstitial nephritis with hematuria, proteinuria and nephrotic syndrome have been reported 
in humans. Patients suffering from renal dysfunction risk developing a reduction in renal 
blood flow, because renal prostaglandins play an important role in renal perfusion. 
[0053] In rats* although indomethacin produces more adverse effects in the gastrointestinal 
tract than in the liver, it has been shown to induce changes in hepatocytic cytochrome P450. 
In one study, no widespread changes in the liver were observed, but a mild, focal, 
centrilobular response was noted. Serum levels of albumin and total protein were 
significantly reduced, while the serum level of urea was increased. No changes in creatinine 
or aspartate aminotransferase (AST) levels were observed (Falzon et al, BrJexp Path 
66:527-534 (1985)). In another rat study, a single dose of indomethacin was shown to reduce 
liver and renal microsomal enzymes, including CYP450, and cause lesions in the GI tract 
(Fracasso et al , Agents Actions 31:313-316 (1 990)). 

[0054] LPS (lipopolysaccharide) is an endotoxin released by gram-negative bacteria upon 
breakage or rupture of the cells that induces an acute inflammatory response in mammals and 
that can cause septic shock. LPS is also a research tool used to initiate liver injury in rats 
through an inflammatory mechanism. Typically, the membrane components of LPS are lipid- 
A, KDO (2-keto-3-deoxy-octulosonic acid), core polysaccharides and O-antigen 
polysaccharides, the polysaccharide units differing from one bacterium to another (Zinsser 
Microbiology 20th Ed.. Joklik et al., eds., pp. 82-87, Appleton & Lange, Norwalk, CT, 1992). 
[0055] Primary rat hepatocytes derived from liver parenchymal cells and sinusoidal cells of 
rats that have been exposed to LPS in vivo can directly respond to LPS in cell culture. 
Numerous effects of LPS-induced endotoxemia can be detected, including elevated levels of 
nitric oxide synthetase (NOS) with increased nitric oxide and nitrite production, cellular 
hypertrophy, vacuolization, chromosomal emargination, cytoplasmic DNA fragmentation and 
necrosis (Pittner et al, Biochem Biophys Res Commun 185(l):430-435 (1992); Laskin et al 9 
Hepatology 22(l):223-234 (1995); Wang et al. 9 Am J Physiol 269(2 Pt l):G297-304 (1995)). 
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Other studies have indicated that the presence of Kupffer cells with primary rat hepatocytes is 
essential for the induction of hepatocyte apoptosis by LPS (Harnada et al., J Hepatol 
30(5):807-818 (1999)). 

[0056] Exposure of rats or primary hepatocytes to LPS induces the expression of a number 
of acute-phase proteins in the liver. Recent evidence has indicated that rat hepatocytes 
express soluble CD 14 protein, and LPS is capable of markedly increasing levels of CD 14 at 
both the gene expression and protein expression levels (Liu et al. 9 Infect Immun 66(1 1):5089- 
5098 (1998)). Soluble CD14 is believed to be a critical LPS recognition protein required for 
the activation of a variety of cells to toxic levels of LPS, even in endothelial and epithelial 
cells (Pugine* al, Proc Natl Acad Sci USA 90(7):2744-2748 (1993)). Another key 
component of the LPS recognition system is lipopolysaccharide-binding protein (LBP), 
which binds to LPS. The LPS-LBP complex interacts with the CD 14 receptor, inducing LPS 
sensitive genes. LBP can be induced in hepatocytes isolated from rats that have not been 
primed with LPS, indicating that this key regulatory pathway is intact in primary rat 
hepatocytes (Wan et al 9 Infect Immun 63(7):2435-2442 (1995)). 

[0057] Lovastatin (Meyacor®) is a cholesterol-lowering agent belonging to a class of 
compounds, the statins, that are potent inhibitors of HMG-CoA reductase. This enzyme 
catalyzes the conversion of HMG-CoA to mevalonate, the rate-controlling enzyme in 
cholesterol biosynthesis. HMG-CoA reductase inhibitors block the production of cholesterol 
in the liver leading to a reduction of LDL particles in the plasma. Lovastatin has additional 
effects on lipid metabolism, including depletion of intracellular pools of sterols and increased 
synthesis of LDL receptors, leading to enhanced removal of LDL and LDL precursors from 
plasma. Upon treatment with lovastatin, plasma levels of VLDL, IDL and triglycerides also 
decrease. Oral doses of lovastatin are extensively absorbed by the liver, and the drug is 
excreted primarily via the liver; less than 13% of its metabolites are excreted in the urine 
(Goodman and Gilman's The Pharmacological Basis of Therapeutics. Ninth Ed. . Hardman et 
al. 9 eds., pp. 884-888, McGraw-Hill, New York, 1996). 

[0058] The most frequent side effects are liver damage, characterized by elevated levels of 
hepatic transaminases (e.g. , AST and ALT), creatinine phosphokinase and alkaline 
phosphatase, and myopathy, characterized by muscle pain and destruction of skeletal muscle 
cells. Cases of drug-induced hepatitis, accompanied by jaundice and elevated levels of liver 
enzymes, have also been reported, although the symptoms were reversible following 
withdrawal of the drug (Huchzermeyer et al. 9 Deutsch Med Wochenschr 120(8):252-256 
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(1995); Heuer et aL, Med Klin 95(1 1):642-644 (2000)). Histologic examination of affected 
liver tissue showed centrilobular necrosis, centrilobular cholestasis, and infiltrates with 
mononuclear and polymorphonuclear cells, including eosinophils (Grimbert et aL, DigDis 
Sci 39(9):2032-2033 (1994)). 

[0059] Experiments by the present inventors have found that when rats were dosed with 
lovastatin, at 9 or 90 mg/kg twice a day, no effects were noted in liver tissue after 6 or after 
24 hours. After 14 days of treatment at the higher dosage, however, liver cells showed 
abnormal vacuolization of the cytoplasm. Hepatoxicity data from other studies of laboratory 
animals treated with lovastatin have not been widely reported. Therefore, in order to 
establish a more sensitive model for examining the changes in liver tissue caused by 
lovastatin, as well as to have a means of examining changes in expression level of individual 
genes as a result of exposure to lovastatin, experiments in cultured hepatocytes were 
undertaken. 

[0060] Methotrexate is a widely used antineoplastic drug that is also frequently prescribed 
for the treatment of psoriasis (a disease characterized by abnormal proliferation of epidermal 
cells), juvenile lymphoblastic leukemia* rheumatoid arthritis, and a number of other 
cancerous diseases, such as leukemic meningitis and choriocarcinoma. Although generally 
not metabolized, at high dosages, metabolites such as 7-hydroxy-methotrexate, a nephrotoxic 
do accumulate. Methotrexate polyglutamates are retained in the kidneys for weeks and in the 
liver for months ( (Goodman and Oilman's The Pharmacological Basis of Therapeutics. Ninth 
Ed., Hardman et aL, eds., pp. 1243-1247, McGraw-Hill, New York, 1996). 
[0061] Methotrexate acts to prevent DNA synthesis and cell replication by inhibiting the 
rate-limiting enzyme in purine and thymidine synthesis, dihydrofolate reductase (DHFR) 
(Goodman and Gilman's, supra; Schwartz et aL, Proc Nat Acad Sci USA 89(2):594-598 
(1992)). It also acts as an suppressant of cell-mediated immune responses. The biochemical 
toxicology of methotrexate has been well characterized in man, where long-term 
administration produces hepatic fibrosis or cirrhosis, especially in heavy drinkers, which is 
linked to persistent, mild-to-moderate, increases in serum transaminases, alkaline 
phosphatases and bilirubin (Reynolds et aL, South Med J79(5):536-539 (1986); Tolman et 
aL, J Rheumatol 12 (Suppl 12):29-34 (1985)). Methotrexate is a rather long-acting, rapidly 
reversible DHFR inhibitor, despite its high affinity for the target enzymes in many cell types, 
which may be due to the formation of methotrexate polyglutamates that reduce the ability of 
DHFR to pass through cell membranes. The toxic effects of methotrexate may be due to the 
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depletion of tetrahydrofolate cofactors that are required for purine and thymidylate synthesis 
(methylation reactions in hepatic 1 -carbon metabolism) and to the inhibition of folate- 
dependent enzymes involved in the metabolism of purines and thymidylate, the inhibition 
caused by the accumulation of methotrexate polyglutamates and dihydrofolate 
polyglutamates. 

[0062] The mechanism of methotrexate-induced hepatotoxicity is not yet fully elucidated, 
partly because the pathological changes in humans are rather difficult to reproduce in animal 
models, although experiments in rats have shown that, in a dose-dependent fashion, 
methotrexate produces liver damage ranging from focal to confluent necrosis of zone 3 
hepatocytes, with early stage fibrosis (Hall et aL, Hepatology 14(5):906-10 (1991)). Other 
studies in rats have demonstrated that treatment with methotrexate produces intrahepatocytic 
fat deposits, along with fatty accumulations in hepatocytes that range from fine droplets to 
large vacuoles. The areas of necrosis showed signs of the hypoxia associated with congestive 
failure, as well as anemic infarcts, fibrotic foci of the collapse type, atrophy of the hepatic 
cords, and hemosiderosis (Custer et aL, J Natl Cancer Inst 58(4):101 1-1015 (1977)). 
Hepatotoxicity probably involves interference with triglyceride and other lipid biosynthetic 
pathways in the liver. For example, studies on rats have shown that methotrexate inhibits the 
biosynthesis of lipotropic substances such as methionine and choline through its interference 
with hepatic 1 -carbon metabolism. The drug also inhibits the activity of vitamin B 12, 
another lipotropic factor (Tuma et aL, Biochem Pharmacol 24:1327-1331 (1975) and impairs 
RNA and protein synthesis, triglyceride secretion and total triglyceride esterification 
(Deboyser et aL, Toxic in Vitro 6(2):129-132 (1992). 

[0063] Methotrexate does not appear to be cytotoxic to cultured primary hepatocytes 
following short-term exposures (up to 3.5 hr), but significant effects on HepG2 growth curves 
have been observed at low concentrations during the course of 7-day exposures (Wu et aL, 
Proc Natl Acad Sci USA 80(10):3078-3080 (1983)). Additionally, it has been demonstrated 
that methotrexate increases hepatic glycogenolysis, oxygen consumption and calcium efflux 
and decreases glutathione levels (Yamamoto et aL, Biochem Pharmacol 44(4):76 1-767, 
(1992); de Oliveira et aL, Res Commun Chem Pathol Pharmacol 53(2):173-181 (1986); 
Lindenthal et aL, Eur J Pharmacol 228(5-6):289-298 (1993)). Experiments on cultured rat 
hepatocytes have shown that methotrexate also inhi bits the activity of hepatic N- 
acetyltransferase 2 (NAT2), although the drug has only a slight inhibitory effect on rat NAT1, 



.03065993A2J_> 



WO 03/065993 PCT/US03/03482 

-18- 

enzymes that catalyze the acetylation of a variety of therapeutic arylamines (Zaher et al., 
Toxicol in Vitro 1 1 :271-283 (1997)). 

[0064] Phenobarbital, a barbiturate, is used as an anti-epileptic, sedative or hypnotic drug 
and can also be used to treat neuroses with related tension states, such as hypertension, 
coronary artery disease, gastrointestinal disturbances and preoperative apprehension. 
Phenobarbital is also found in medications to treat insomnia and headaches (Remington: The 
Science and Practice of Pharmacy- 19th Ed.. A. R. Gennaro ed., pp. 1 164-1 165, Mack 
Publishing Co., Easton, Pennsylvania, 1995). 

[0065] Phenobarbital induces a variety of drug metabolizing enzymes such as cytochrome 
P450 oxidoreductase, aldehyde dehydrogenases, UDP-glucuronyltransferase, GSTs, epoxide 
hydrolase, and an assortment of cytochrome P450 monooxygenases (Waxrnan et aL 7 Biochem 
J 1281(Pt 3):577-592 (1992); Kaplowitz et aL, Biochem J 146(2):351-356 (1975); Tank et 
aL, Biochem Pharmacol 35(24):4563-4569 (1986). The induction of liver enzymes is usually 
accompanied by liver enlargement, proliferation of smooth endoplasmic reticulum, and tumor 
promotion (Waxman et al. 9 supra; Rice et aL, Carcinogenesis 15(2):395-402 (1994); Nims et 
aL, Carcinogenesis 8(1):67-71, (1987). Incidences of cholestasis and hepatocellular injury 
have also been found (Selim et aL, Hepatology 29(5):1347-1351 (1999); Gut et aL, Environ 
Health Perspect 104(Suppl 6): 121 1-121 8 (1999)). Phenobarbital has been classified as 
nongenotoxic hepatocarcinogen as it induces liver tumors in rodents but lacks detectable 
signs of genotoxicity using short term in vivo or in vitro assays (Whysner et al 9 Pharmacol 
2%er71(l-2):153-191 (1996)). 

[0066] The effects of phenobarbital on phospholipid metabolism in rat liver have been 
studied. In one study, phenobarbital, administered intraperitonially (i.p.), was found to cause 
an increase in the microsomal phosphatidylcholine content. Additionally, levels of 
glycerophosphate acyltransferase (GAT), phosphatidate cytidylyltransferase (PCT), 
phosphatidate phosphohydrolase (PPH) and choline phosphotransferase (CPT) were 
significantly increased (Hoshi et aL, Chem Pharm Bull 38:3446-3448 (1990)). 
[0067] Tacrine (l,2,3,4-tetrahydro-9-aininoacridine-hydrochloride), a strong 
acetylcholinesterase (AChE) inhibitor, is used in the treatment of mild to moderate cases 
Alzheimer's dimentias. Alzheimer's patients have synaptic loss, neuronal atrophy and 
degeneration of cholinergic nuclei in the forebrain, which are associated with reduced 
oxidative metabolism of glucose and decreased levels of ATP and acetyl Co A. 
Administration of AChE inhibitors, such as tacrine, is designed to increase cholinergic 
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activity to combat this loss (Weinstock, Neurodegeneration 4(4):349-356 (1995)). The effect 
seen in the patients is a reversal of the cognitive and functional decline, but the drug does not 
appear to change the neurodegenerative process (Goodman & Gilman's The Pharmacological 

Basis of Therapeutics 9 th Ed. . Hardman et al eds., p. 174, McGraw Hill, New York, 1996). 
[0068] Hepatotoxicty caused by tacrine is typically reversible, although cases of severe 
hepatotoxicity have been seen (Blackard et al, J Clin Gastroenterol 26:57-59 (1998)). The 
toxicity is characterized by decreased levels of protein synthesis and the release of lactate 
dehydrogenase, as well as by increased transaminase levels and decreased levels of ATP, 
glycogen and glutathione. The decrease in protein synthesis may represent a signal leading to 
cell death (Lagadic-Gossmann et al, Cell Biol Toxicol 14(5):361-373 (1998)). 
[0069] Preclinical studies have failed to detect adverse hepatic events, although tacrine 
displayed cytotoxicity to human hepatoma cell lines and primary rat hepatocytes (Viau et al, 
Drug Chem Toxicol 16:227-239 (1993)). While hepatotoxicity has been found in humans, in 
vivo rat studies have not shown a correlation between tacrine exposure and hepatotoxicity, 
and the mechanism of action is not completely understood. An in viti-o study comparing the 
reaction of human and rat liver microsomal preparations to tacrine showed that the two 
species reacted differently to the drug, suggesting that the rat may not be the best model for 
monitoring tacrine-induced elevations in liver marker enzymes (Woolf et al, Drug Metab 
Dispos 21:874-882 (1993)). 

[0070] While tacrine does not reveal classic signs of hepatotoxicity in rats, gene expression 
changes due to tacrine administration can be used to predict that the drug will be a liver toxin 
in humans. This suggests that toxicogenomics might be able to detect drugs that prove to be 
toxic in the clinic even when classical but more crude measures in preclinical screening fail 
to detect toxicity. 

[0071] Tamoxifen is a nonsteroidal anti-estrogen used for breast cancer in males and 
females. Tamoxifen has been associated with changes in liver enzyme levels, disruption of 
mitochondrial metabolism and, occasionally, with a spectrum of more severe liver 
abnormalities including fatty liver, cholestasis, hepatic necrosis and NASH (nonalcoholic 
steatohepatitis) (Duthie etal, Xenobiotica25(10):1151-1164 (1995); Cardoso etal, Toxicol 
Appl Pharmacol 176(3):145-152 (2001); Pinol etal, Gastroenterol Hepatol 23(2):57 -61 
(2000); and Farrell, Semin Liver Dis 22(2): 185-194 (2002)). A few of these serious cases 
included fatalities. A few cases of liver cancer have also been reported. Additionally, studies 
in mice and rats have shown that tamoxifen significantly alters the activities of liver enzymes 
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and can induce hepatic carcinomas (Caballero et al 9 hit JBiochem Cell Biol 33(7):681-690 
(2001); Guzelian, Semin Oncol 24(1 Suppl 1):S1-105-121 (1997)). 

[0072] Tetracycline is a broad spectrum antibiotic whose main mechanism of action is the 
inhibition of bacterial protein synthesis. Hepatic toxicity, principally steatosis, has been 
observed in patients receiving high doses of tetracycline. In rats and dogs, exposure to 
tetracycline has been shown to increase levels of total lipids and triglycerides in liver cells 
due to inhibition of mitochondrial lipid metabolism and beta-oxidation (Lewis et al., Am J 
Dig Dis 12:429-438, (1967); Amacher et al., Fundam Appl Toxicol 40(2):256-263 (1997). 
[0073] Valproate (n-dipropylacetic acid, Depakene®) is routinely used to treat several types 
of epileptic seizures- absence seizures, myoclonic seizures and tonic-clonic seizures. Most 
other anti-epileptics are effective against only one type. Valproate acts on neurons to inhibit 
the sustained repetitive firing caused by depolarization of cortical or spinal cord neurons, and 
a prolonged recovery of inactivated voltage-activated Na + channels follows. The drug also 

2+ 

acts by reducing the low-threshold Ca current and its multiple mechanisms contribute to its 
use in multiple types of seizures. Although valproate does not affect neuronal responses to 
GAB A, it does increase the activity of the GAB A synthetic enzyme, glutamic acid 
decarboxylase, and it inhibits enzymes that degrade GABA, GABA transaminase and 
succinic semialdehyde dehydrogenase ( Goodman and Gilman's The Pharmacological Basis 
of Therapeutics. 9th Ed.. Hardman et aL, eds., pp. 462, 476 and 477, McGraw-Hill, New 
York, 1996). 

[0074] The most common side effects are gastrointestinal symptoms, including anorexia, 
nausea and vomiting. Effects on the CNS include sedation, ataxia and tremor. Rash, hair 
loss, increased appetite and teratogenic effects have also been observed (Briggs et a/., A 
Reference Guide to Fetal and Neonatal Risk. Drugs in Pregnancy and Lactation, 4th ed.. p. 
869, Williams & Wilkins, Baltimore, 1994). With respect to liver toxicity, valproate 
produces elevated levels of hepatic enzymes in about 40% of patients, which may be an 
asymptomatic condition, and elevated levels of hepatic lipids. Fulminant hepatitis, 
microvesicular steatosis (fatty degeneration), hepatocyte necrosis and hepatic failure can also 
result. It is believed that hepatoxicity is caused by an accumulation of unsaturated 
metabolites of valproate, in particular 4-en-valproate, which is structurally similar to two 
known hepatotoxins, 4-en-pentanoate and methylenecyclopropylacetic acid (Eadie et al, Med 
Toxicol Adverse Dmg Exp 3(2):85-106 (1988)). 
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[0075] In a study on rats, microvesicular steatosis caused by valproate was found to be 
accompanied by myeloid bodies, lipid vacuoles and mitochondrial abnormalities (Kesterson 
et aL, Hepatology 4(6): 1 143-1 152 (1984)). Experiments on cultured rat hepatocytes have 
shown that valproate produces a dose-dependent leakage of lactic acid dehydrogenase and 
increased amounts of acyl-CoA esters, compounds that interfere with the beta-oxidation of 
fatty acids (Vance et al, Epilepsia 35(5): 1016-1022 (1994)). Administration of valproate to 
rats has also been shown to cause enhanced excretion of dicarboxylic acids, a sign of 
impaired mitochondrial beta-oxidation. Other metabolic effects include hypoglycemia, 
hyperammonemia, decreased levels of beta-hydroxybutyrate and carnitine and decreased 
activities of acyl-CoA dehydrogenases, enzymes involved in fatty acid oxidation. mRNA 
levels of genes involved in fatty acid oxidation, however, such as the short-, medium- and 
long-chain acyl-CoA dehydrogenases, were found to have increased (Kibayashi et al, 
Pediatr Int 41(l):52-60 (1999)). 

[0076] Wy- 14643, a tumor-inducing compound that acts in the liver, has been used to study 
the genetic profile of cells during the various stages of carcinogenic development, with a 
view toward developing strategies for detecting, diagnosing and treating cancers (Rockett et 
al, Toxicology 144(l-3):13-29 (2000)). In contrast to other carcinogens, Wy-14643 does not 
mutate DNA directly. Instead, it acts on the peroxisome proliferator activated receptor-alpha 
(PPARalpha), as well as on other signaling pathways that regulate growth (Johnson et al., J 
Steroid Biochem Mol Biol 77(1):59-71 (2001)). The effect is elevated and sustained cell 
replication, accompanied by a decrease in apoptosis (Rusyn et al, Carcinogenesis 
21(12):2141-2145 (2000)). These authors (Rusyn et al) noted an increase in the expression 
of enzymes that repair DNA by base excision, but no increased expression of enzymes that do 
not repair oxidative damage to DNA. In a study on rodents, Johnson et al noted that Wy- 
14643 inhibited liver-X-receptor-mediated transcription in a dose-dependent manner, as well 
as de novo sterol synthesis. 

[0077] In experiments with mouse liver cells (Peters et al, Carcinogenesis 19(1 1):1989- 
1994 (1998)), exposure to Wy-14643 produced increased levels of acyl CoA oxidase and 
proteins involved in cell proliferation: CDK-1, 2 and 4, PCNA and c-myc. Elevated levels 
may be caused by accelerated transcription that is mediated directly or indirectly by 
PPARalpha. It is likely that the carcinogenic properties of peroxisome proliferators are due 
to the PPARalpha-dependent changes in levels of cell cycle regulatory proteins. 
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[0078] Another study on rodents (Keller et al. 9 Biochim Biophys Acta 1 102(2):237-244 
(1992)) showed that Wy-14643 was capable of uncoupling oxidative phosphorylation in rat 
liver mitochondria. Rates of urea synthesis from ammonia and bile flow, two energy- 
dependent processes, were reduced, indicating that the energy supply for these processes was 
disrupted as a result of cellular exposure to the toxin. Wy-14643 has also been shown to 
activate nuclear factor kappaB, NADPH oxidase and superoxide production in Kupffer cells 
(Rusyn et aL, Cancer Res 60(17):4798-4803 (2000)). NADPH oxidase is known to induce 
mitogens, which cause proliferation of liver cells. 

Toxicity Identification, Prediction and Modeling 

[0079] The genes and gene expression information, as well as the portfolios and subsets of 
the genes provided in Tables 1-5XX may be used to predict or identify at least one toxic 
effect, including the hepatotoxicity of a test or unknown compound. As used, herein, at least 
one toxic effect includes, but is not limited to, a detrimental change in the physiological 
status of a cell or organism. The response may be, but is not required to be, associated with a 
particular pathology, such as tissue necrosis. Accordingly, the toxic effect includes effects at 
the molecular and cellular level. Hepatotoxicity is an effect as used herein and includes, but 
is not limited to, genotoxic and non-genotoxic carcinogenesis, cholestasis, hepatitis, liver 
enlargement, inflammation, necrosis, necrosis with steatosis, peroxisome proliferation, 
steatosis, and steatosis with hepatitis. In addition, hepatoxicity includes the effect of direct- 
acting agents (such as metfonnin, rosiglitazone and dexamethasone), which are 
pharmaceuticals that act in the liver, but are not considered toxic to the liver. Exposure to 
these agents results in altered gene expression profiles. As used herein, a gene expression 
profile comprises any quantitative representation of the expression of at least one mRNA 
species in a cell sample or population and includes profiles made by various methods such as 
differential display, PCR, hybridization analysis, etc. 

[0080] In general, assays to predict the toxicity or hepatotoxicity of a test agent (or 
compound or multi-component composition) comprise the steps of exposing a cell population 
to the test compound, assaying or measuring the level of relative or absolute gene expression 
of one or more of the genes in Tables 5A-5XX and comparing the identified expression 
level(s) to the expression levels disclosed in the Tables and database(s) disclosed herein. 
Assays may include the measurement of the expression levels of about 2, 3, 4, 5, 6, 7, 8, 9, 
10, 15, 20, 25, 30, 50, 75, 100, 200, 300, 400, 500, 1000 or more genes from Tables 5A-5XX 
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to create multi-gene expression profiles. In some embodiments, all or substantially all of the 
genes of Tables 5A-5XX may be used to predict toxicity, etc. In other embodiments, the 
genes or subsets of the genes for each individual toxin model, for instance, the genes of Table 
5 A, may be used. An "adequate amount" of the data of Tables 5A-5XX refers to an amount 
of information that allows toxicity identification or prediction (typically 2 or more genes). 
"Substantially" or nearly all of the data in the tables refers to at least about 80% of the data 
for an individual model. 

[0081] In the methods of the invention, the gene expression level for a gene or genes 
induced by the test agent, compound or compositions may be comparable to the levels found 
in the Tables or databases disclosed herein if the expression level varies within a factor of 
about 2, about 1 .5 or about 1.0 fold. In some c^ses, the expression levels are comparable if 
the agent induces a change in the expression of a gene in the same direction (e.g., up or 
down) as a reference toxin. "Comparing" may comprise detennining the relationship of the 
database information to the sample gene expression profile with or without application of an 
algorithm to the results, differences or similarities between the two. 

[0082] The cell population that is exposed to the test agent, compound or composition may 
be exposed in vitro or in vivo. For instance, cultured or freshly isolated hepatocytes, in 
particular rat hepatocytes, may be exposed to the agent under standard laboratory and cell 
culture conditions. In another assay format, in vivo exposure may be accomplished by 
administration of the agent to a living animal, for instance a laboratory rat. 
[0083] Procedures for designing and conducting toxicity tests in in vifro and in vivo systems 
are well known, and are described in many texts on the subject, such as Loomis et al 9 
Loomis's Esstentials of Toxicology. 4th Ed.. Academic Press, New York, 1996; Echobichon, 
The Basics of Toxicity Testing. CRC Press, Boca Raton, 1992; Frazier, editor, In Vitro 
Toxicity Testing . Marcel Dekker, New York, 1992; and the like. 

[0084] In in vitro toxicity testing, two groups of test organisms are usually employed: One 
group serves as a control and the other group receives the test compound in a single dose (for 
acute toxicity tests) or a regimen of doses (for prolonged or chronic toxicity tests). Because, 
in some cases, the extraction of tissue as called for in the methods of the invention requires 
sacrificing the test animal, both the control group and the group receiving compound must be 
large enough to permit removal of animals for sampling tissues, if it is desired to observe the 
dynamics of gene expression through the duration of an experiment. 
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[0085] In setting up a toxicity study, extensive guidance is provided in the literature for 
selecting the appropriate test organism for the compound being tested, route of 
administration, dose ranges, and the like. Water or physiological saline (0,9% NaCl in water) 
is the solute of choice for the test compound since these solvents permit administration by a 
variety of routes. When this is not possible because of solubility limitations, vegetable oils 
such as corn oil or organic solvents such as propylene glycol may be used. 
[0086] Regardless of the route of administration, the volume required to administer a given 
dose is limited by the size of the animal that is used. It is desirable to keep the volume of 
each dose uniform within and between groups of animals. When rats or mice are used, the 
volume administered by the oral route generally should not exceed about 0.005 ml per gram 
of animal. Even when aqueous or physiological saline solutions are used for parenteral 
injection the volumes that are tolerated are limited, although such solutions are ordinarily 
thought of as being innocuous. The intravenous LD 5 o of distilled water in the mouse is 
approximately 0.044 ml per gram and that of isotonic saline is 0.068 ml per gram of mouse. 
In some instances, the route of administration to the test animal should be the same as, or as 
similar as possible to, the route of administration of the compound to man for therapeutic 
purposes. 

[0087] When a compound is to be administered by inhalation, special techniques for 
generating test atmospheres are necessary. The methods usually involve aerosolization or 
nebulization of fluids containing the compound. If the agent to be tested is a fluid that has an 
appreciable vapor pressure, it may be administered by passing air through the solution under 
controlled temperature conditions. Under these conditions, dose is estimated from the 
volume of air inhaled per unit time, the temperature of the solution, and the vapor pressure of 
the agent involved. Gases are metered from reservoirs. When particles of a solution are to be 
administered, unless the particle size is less than about 2 \im the particles will not reach the 
terminal alveolar sacs in the lungs. A variety of apparatuses and chambers are available to 
perform studies for detecting effects of irritant or other toxic endpoints when they are 
administered by inhalation. The preferred method of administering an agent to animals is via 
the oral route, either by intubation or by incorporating the agent in the feed. 
[0088] When the agent is exposed to cells in vitro or in cell culture, the cell population to be 
exposed to the agent may be divided into two or more subpopulations, for instance, by 
dividing the population into two or more identical aliquots. In some preferred embodiments 
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of the methods of the invention, the cells to be exposed to the agent are derived from liver 
tissue. For instance^ cultured or freshly isolated rat hepatocytes may be used. 
[00891 Th e methods of the invention may be used generally to predict at least one toxic 
response, and, as described in the Examples, may be used to predict the likelihood that a 
compound or test agent will induce various specific liver pathologies, such as genotoxic and 
non-genotoxic carcinogenesis, cholestasis, direct action toxicity, hepatitis, liver enlargement, 
inflammation, necrosis, necrosis with steatosis, peroxisome proliferation, steatosis, steatosis 
with hepatitis, or other pathologies associated with at least one of the toxins herein described. 
The methods of the invention may also be used to determine the similarity of a toxic response 
to one or more individual compounds. In addition, the methods of the invention may be used 
to predict or elucidate the potential cellular pathways influenced, induced or modulated by 
the compound or test agent due to the similarity of the expression profile compared to the 
profile induced by a known toxin (see Tables 5A-5G, 5J, 5K, 5M-5S, 5U-5Y, 5AA-5EE, 
5HH-5JJ, 5MM, 500, 5PP and 5SS-5XX). Further, the link between a specific liver 
pathology that is the result of exposure to a toxin and a specific gene expression profile 
allows for distinction of the genes in Tables 5A-5XX as markers of liver toxicity. 

Diagnostic Uses for the Toxicity Markers 

[0090] As described above, the genes and gene expression information or portfolios of the 
genes with their expression information as provided in Tables 5 A-5XX may be used as 
diagnostic markers for the prediction or identification of the physiological state of tissue or 
cell sample that has been exposed to a compound or to identify or predict the toxic effects of 
a compound or agent. For instance, a tissue sample such as a sample of peripheral blood cells 
or some other easily obtainable tissue sample may be assayed by any of the methods 
described above, and the expression levels from a gene or genes from Tables 5A-5XX may 
be compared to the expression levels found in tissues or cells exposed to the toxins described 
herein. These methods may result in the diagnosis of a physiological state in the cell or may 
be used to identify the potential toxicity of a compound, for instance a new or unknown 
compound or agent. The comparison of expression data, as well as available sequence or 
other information may be done by researcher or diagnostician or may be done with the aid of 
a computer and databases as described below. 

[0091] In another format, the levels of a gene(s) of Tables 5A-5XX, its encoded protein(s), 
or any metabolite produced by the encoded protein may be monitored or detected in a sample, 
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such as a bodily tissue or fluid sample to identify or diagnose a physiological state of an 
organism. Such samples may include any tissue or fluid sample, including urine, blood and 
easily obtainable cells such as peripheral lymphocytes. 

Use of the Markers for Monitoring Toxicity Progression 

[0092] As described above, the genes and gene expression information provided in Tables 
5 A-5XX may also be used as markers for the monitoring of toxicity progression, such as that 
found after initial exposure to a drug, drug candidate, toxin, pollutant, etc. For instance, a 
tissue or cell sample may be assayed by any of the methods described above, and the 
expression levels from a gene or genes from Tables 5 A-5XX may be compared to the 
expression levels found in tissue or cells exposed to the hepatotoxins described herein. The 
comparison of the expression data, as well as available sequence or other information may be 
done by researcher or diagnostician or may be done with the aid of a computer and databases. 

Use of the Toxicity Markers for Drug Screening 

[0093] According to the present invention, the genes identified in Tables 5 A-5XX may be 
used as markers or drug targets to evaluate the effects of a candidate drug, chemical 
compound or other agent on a cell or tissue sample. The genes may also be used as drug 
targets to screen for agents that modulate their expression and/or activity. In various formats, 
a candidate drug or agent can be screened for the ability to simulate the transcription or 
expression of a given marker or markers or to down-regulate or counteract the transcription 
or expression of a marker or markers. According to the present invention, one can also 
compare the specificity of a drug's effects by looking at the number of markers which the 
drug induces and comparing them. More specific drugs will have less transcriptional targets. 
Similar sets of markers identified for two drugs may indicate a similarity of effects. As used 
herein, an agent is said to modulate the expression of a nucleic acid of the invention if it is 
capable of up- or down-regulating expression of the nucleic acid in a cell. 
[0094] Assays to monitor the expression of a marker or markers as defined in Tables 5A- 
5XX may utilize any available means of monitoring for changes in the expression level of the 
nucleic acids of the invention. 

[0095] In one assay format, microarrays containing probes to one, two or more genes from 
Tables 5 A-5XX may be used to directly monitor or detect changes in gene expression in the 
treated or exposed cell. Cell lines, tissues or other samples are first exposed to a test agent 
and in some instances, a known toxin, and the detected expression levels of one or more, or 



BNSDOCID: <WO 03065993A2_I_> 



WO 03/065993 PCT/US03/03482 

-27- 

preferably 2 or more of the genes of Tables 5A-5XX are compared to the expression levels of 
those same genes exposed to a known toxin alone. Compounds that modulate the expression 
patterns of the known toxin(s) would be expected to modulate potential toxic physiological 
effects in vivo. The genes in Tables 5 A-5XX are particularly appropriate marks in these 
assays as they are differentially expressed in cells upon exposure to a known hepatotoxin. 
[0096] In another format, cell lines that contain reporter gene fusions between the open 
reading frame and/or the transcriptional regulatory regions of a gene in Tables. 5A-5XX and 
any assayable fusion partner may be prepared. Numerous assayable fusion partners are 
known and readily available including the firefly luciferase gene and the gene encoding 
chloramphenicol acetyltransferase (Alam et al, Ana! Biochem 1 88:245-254 (1990)). Cell 
lines containing the reporter gene fusions are then exposed to the agent to be tested under 
appropriate conditions and time. Differential expression of the reporter gene between 
samples exposed to the agent and control samples identifies agents which modulate the 
expression of the nucleic acid. 

[0097] Additional assay formats may be used to monitor the ability of the agent to modulate 
the expression of a gene identified in Tables 5A-5XX. For instance, as described above, 
mRNA expression may be monitored directly by hybridization of probes to the nucleic acids 
of the invention. Cell lines are exposed to the agent to be tested under appropriate conditions 
and time and total RNA or mRNA is isolated by standard procedures such those disclosed in 
Sambrook et ah (Molecular Cloning: A Laboratory Manual. 3d Ed.. Cold Spring Harbor 
Laboratory Press, Cold Spring Harbor, New York, 2001). 

[0098] In another assay format, cells or cell lines are first identified which express the gene 
products of the invention physiologically. Cell and/or cell lines so identified would be 
expected to comprise the necessary cellular machinery such that the fidelity of modulation of 
the transcriptional apparatus is maintained with regard to exogenous contact of agent with 
appropriate surface transduction mechanisms and/or the cytosolic cascades. Further, such 
cells or cell lines may be transduced or transfected with an expression vehicle {e.g., aplasmid 
or viral vector) construct comprising an operable non-translated 5' -promoter containing end 
of the structural gene encoding the gene products of Tables 5A-5XX fused to one or more 
antigenic fragments or other detectable markers, which are peculiar to the instant gene 
products, wherein said fragments are under the transcriptional control of said promoter and 
are expressed as polypeptides whose molecular weight can be distinguished from the 
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naturally occurring polypeptides or may further comprise an immunologically distinct or 
other detectable tag. Such a process is well known in the art (see Sambrook et al 7 supra). 
[0099] Cells or cell lines transduced or transfected as outlined above are then contacted 
with agents under appropriate conditions; for example, the agent comprises a 
pharmaceutically acceptable excipient and is contacted with cells comprised in an aqueous 
physiological buffer such as phosphate buffered saline (PBS) at physiological pH, Eagles 
balanced salt solution (BSS) at physiological pH, PBS or BSS comprising serum or 
conditioned media comprising PBS or BSS and/or serum incubated at 37°C. Said conditions 
may be modulated as deemed necessary by one of skill in the art. Subsequent to contacting 
the cells with the agent, said cells are disrupted and the polypeptides of the lysate are 
fractionated such that a polypeptide fraction is pooled and contacted with an antibody to be 
further processed by immunological assay (e.g., ELISA, immunoprecipitation or Western 
blot). The pool of proteins isolated from the agent-contacted sample is then compared with 
the control samples (no exposure and exposure to a known toxin) where only the excipient is 
contacted with the cells and an increase or decrease in the immunologically generated signal 
from the agent-contacted sample compared to the control is used to distinguish the 
effectiveness and/or toxic effects of the agent. 

[00100] Another embodiment of the present invention provides methods for identifying 
agents that modulate at least one activity of a protein(s) encoded by the genes in Tables 5 A- 
5XX. Such methods or assays may utilize any means of monitoring or detecting the desired 
activity. 

[00101] In one format, the relative amounts of a protein (Tables 5A-5XX) between a cell 
population that has been exposed to the agent to be tested compared to an un-exposed control 
cell population and a cell population exposed to a known toxin may be assayed. In this 
format, probes such as specific antibodies are used to monitor the differential expression of 
the protein in the different cell populations. Cell lines or populations are exposed to the agent 
to be tested under appropriate conditions and time. Cellular lysates may be prepared from the 
exposed cell line or population and a control, unexposed cell line or population. The cellular 
lysates are then analyzed with the probe, such as a specific antibody. 

[00102] Agents that are assayed in the above methods can be randomly selected or rationally 
selected or designed. As used herein, an agent is said to be randomly selected when the agent 
is chosen randomly without considering the specific sequences involved in the association of 
the a protein of the invention alone or with its associated substrates, binding partners, etc. An 
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example of randomly selected agents is the use a chemical library or a peptide combinatorial 
library, or a growth broth of an organism. 

[00103] As used herein, an agent is said to be rationally selected or designed when the agent 
is chosen on a nonrandom basis which takes into account the sequence of the target site 
and/or its conformation in connection with the agent's action. Agents can be rationally 
selected or rationally designed by utilizing the peptide sequences that make up these sites. 
For example, a rationally selected peptide agent can be a peptide whose amino acid sequence 
is identical to or a derivative of any functional consensus site. 

[00104] The agents of the present invention can be, as examples, peptides, small molecules, 
vitamin derivatives, as well as carbohydrates. Dominant negative proteins, DNAs encoding 
these proteins, antibodies to these proteins, peptide fragments of these proteins or mimics of 
these proteins may be introduced into cells to affect function. "Mimic" used herein refers to 
the modification of a region or several regions of a peptide molecule to provide a structure 
chemically different from the parent peptide but topographically and functionally similar to 
the parent peptide (see G.A. Grant in: Molecular Biology and Biotechnology. Meyers, ed., 
pp. 659-664, VCH Publishers, New York, 1995). A skilled artisan can readily recognize that 
there is no limit as to the structural nature of the agents of the present invention. 

Nucleic Acid Assay Formats 

[00105] The genes identified as being differentially expressed upon exposure to a known 
hepatotoxin (Tables 5A-5XX) may be used in a variety of nucleic acid detection assays to 
detect or quantititate the expression level of a gene or multiple genes in a given sample. The 
genes described in Tables 5 A-5XX may also be used in combination with one or more 
additional genes whose differential expression is associate with toxicity in a cell or tissue. In 
preferred embodiments, the genes in Tables 5A-5XX may be combined with one or more of 
the genes described in prior and related applications 60/353,171; 60/363,534; 60/371,135; 
60/371,134; 60/370,248; 60/371,150; 60/371,413; 60/373,601; 60/374,139; 60/394,253; 
60/378,652; 60/373,602; 60/378,653; 60/378,665; 60/378,370; 60/394,230; 60/407,688; 

09/917,800; 10/060,087; PCT/US03/ , entitled "Molecular Hepatotoxicology 

Modeling," filed January 31, 2003; and PCT/US01/23872, all of which are incorporated by 
reference on page 1 of this application. 

[00106] Any assay format to detect gene expression may be used. For example, traditional 
Northern blotting, dot or slot blot, nuclease protection, primer directed amplification, RT- 
PCR, semi- or quantitative PCR, branched-chain DNA and differential display methods may 
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be used for detecting gene expression levels. Those methods are usefiil for some 
embodiments of the invention. In cases where smaller numbers of genes are detected, 
amplification based assays may be most efficient. Methods and assays of the invention, 
however, may be most efficiently designed with hybridization-based methods for detecting 
the expression of a large number of genes. 

[00107] Any hybridization assay format may be used, including solution-based and solid 
support-based assay formats. Solid supports containing oligonucleotide probes for 
differentially expressed genes of the invention can be filters, polyvinyl chloride dishes, 
particles, beads, microparticles or silicon or glass based chips, etc. Such chips, wafers and 
hybridization methods are widely available, for example, those disclosed by Beattie (WO 
95/11755). 

[00108] Any solid surface to which oligonucleotides can be bound, either directly or 
indirectly, either covalently or non-covalently, can be used. A preferred solid support is a 
high density array or DNA chip. These contain a particular oligonucleotide probe in a 
predetermined location on the array. Each predetermined location may contain more than 
one molecule of the probe, but each molecule within the predetermined location has an 
identical sequence. Such predetermined locations are termed features. There may be, for 
example, from 2, 10, 100, 1000 to 10,000, 100,000 or 400,000 or more of such features on a 
single solid support. The solid support, or the area within which the probes are attached may 
be on the order of about a square centimeter. Probes corresponding to the genes of Tables 
5A-5XX or from the related applications described above may be. attached to single or 
multiple solid support structures, e.g., the probes may be attached to a single chip or to 
multiple chips to comprise a chip set. 

[00109] Oligonucleotide probe arrays for expression monitoring can be made and used 
according to any techniques known in the art (see for example, Lockhart et al., Nat 
Biotechnol 14:1675-1680 (1996); McGall et al., Proc Nat Acad Sci USA 93:135 5 5- 1 3460 
(1996)). Such probe arrays may contain at least two or more oligonucleotides that are 
complementary to or hybridize to two or more of the genes described in Tables 5A-5XX. For 
instance, such arrays may contain oligonucleotides that are complementary or hybridize to at 
least 2, 3, 4, 5, 6, 7, 8, 9, 10, 20, 30, 50, 70, 100 or more the genes described herein. 
Preferred arrays contain all or nearly all of the genes listed in Tables 5 A-5XX, 'or 
individually, the gene sets of Tables 5A-5XX. In a preferred embodiment, arrays are 
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constructed that contain oligonucleotides to detect all or nearly all of the genes in any one of 
or all of Tables 5A-5XX on a single solid support substrate, such as a chip. 
[00110] The sequences of the expression marker genes of Tables 5A-5XX are in the public 
databases. Table 1 provides the GenBank Accession Number, SEQ ID NO: and GLGC ID 
No. (Gene Logic reference no.) for each of the sequences (see WHw.ncbi.nlm.nih.gov/), while 
Table 2 provides identification information for the human homologues of the genes of Tables 
1 and 5A-5XX. Table 3 identifies the metabolic pathways in which the genes of Tables 1 and 
5A-5XX are believed to function. Table 4 defines the model codes used in Tables 1, 2, 3 and 
5A-5XX. The sequences of the genes in GenBank are expressly herein incorporated by 
reference in their entirety as of the filing date of this application, as are related sequences, for 
instance, sequences from the same gene of different lengths, variant sequences, polymorphic 
sequences, genomic sequences of the genes and related sequences from different species, 
including the human counterparts, where appropriate. These sequences may be used in the 
methods of the invention or may be used to produce the probes and arrays of the invention. 
In some embodiments, the genes in Tables 5 A-5XX that correspond to the genes or fragments 
previously associated with a toxic response may be excluded from the Tables. 
[00111] As described above, in addition to the sequences of the GenBank Accession Nos. 
and GLGC ID Nos. disclosed in the Tables 5A-5XX, sequences such as naturally occurring 
variant or polymorphic sequences may be used in the methods and compositions of the 
invention. For instance, expression levels of various allelic or homologous forms of a gene 
disclosed in the Tables 5 A-5XX may be assayed. Any and all nucleotide variations that do 
not alter the functional activity of a gene listed in the Tables 5 A-5XX , including all naturally 
occurring allelic variants of the genes herein disclosed, may be used in the methods and to 
make the compositions {e.g., arrays) of the invention. 

[00112] Probes based on the sequences of the genes described above may be prepared by any 
commonly available method. Oligonucleotide probes for screening or assaying a tissue or 
cell sample are preferably of sufficient length to specifically hybridize only to appropriate, 
complementary genes or transcripts. Typically the oligonucleotide probes will be at least 
about 10, 12, 14, 16, 18, 20 or 25 nucleotides in length. In some cases, longer probes of at 
least 30, 40, or 50 nucleotides will be desirable. 

[00113] As used herein, oligonucleotide sequences that are complementary to one or more of 
the genes described in Tables 5A-5XX refer to oligonucleotides that are capable of 
hybridizing under stringent conditions to at least part of the nucleotide sequences of said 
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genes. Such Kybridizable oligonucleotides will typically exhibit at least about 75% sequence 
identity at the nucleotide level to said genes, preferably about 80% or 85% sequence identity 
or more preferably about 90% or 95% or more sequence identity to said genes. 
[00114] "Bind(s) substantially" refers to complementary hybridization between a probe 
nucleic acid and a target nucleic acid and embraces minor mismatches that can be 
accommodated by reducing the stringency of the hybridization media to achieve the desired 
detection of the target polynucleotide sequence. 

[00115] The terms "background" or "background signal intensity" refer to hybridization 
signals resulting from non-specific binding, or other interactions, between the labeled target 
nucleic acids and components of the oligonucleotide array {e.g., the oligonucleotide probes, 
control probes, the array substrate, etc.). Background signals may also be produced by 
intrinsic fluorescence of the array components themselves. A single background signal can 
be calculated for the entire array, or a different background signal may be calculated for each 
target nucleic acid. In a preferred embodiment, background is calculated as the average 
hybridization signal intensity for the lowest 5% to 10% of the probes in the array, or, where a 
different background signal is calculated for each target gene, for the lowest 5% to 10% of 
the probes for each gene. Of course, one of skill in the art will appreciate that where the 
probes to a particular gene hybridize well and thus appear to be specifically binding to a 
target sequence, they should not be used in a background signal calculation. Alternatively, 
background may be calculated as the average hybridization signal intensity produced by 
hybridization to probes that are not complementary to any sequence found in the sample (e.g. 
probes directed to nucleic acids of the opposite sense or to genes not found in the sample 
such as bacterial genes where the sample is mammalian nucleic acids). Background can also 
be calculated as the average signal intensity produced by regions of the array that lack any 
probes at all. 

[00116] The phrase "hybridizing specifically to" refers to the binding, duplexing, or 
hybridizing of a molecule substantially to or only to a particular nucleotide sequence or 
sequences under stringent conditions when that sequence is present in a complex mixture 
(e.g. , total cellular) DNA or KNA. 

[00117] Assays and methods of the invention may utilize available formats to simultaneously 
screen at least about 100, preferably about 1000, more preferably about 10,000 and most 
preferably about 1,000,000 different nucleic acid hybridizations. 
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[00118] As used herein a "probe" is defined as a nucleic acid, capable of binding to a target 
nucleic acid of complementary sequence through one or more types of chemical bonds, 
usually through complementary base pairing, usually through hydrogen bond formation. As 
used herein, a probe may include natural (z.e., A, G, U, C, or T) or modified bases (7- 
deazaguanosine, inosine, etc.). In addition, the bases in probes may be joined by a linkage 
other than a phosphodiester bond, so long as it does not interfere with hybridization. Thus, 
probes may be peptide nucleic acids in which the constituent bases are joined by peptide 
bonds rather than phosphodiester linkages. 

[001 19] The term "perfect match probe" refers to a probe that has a sequence that is perfectly 
complementary to a particular target sequence. The test probe is typically perfectly 
complementary to a portion (subsequence) of the target sequence. The perfect match (PM) 
probe can be a "test probe", a "normalization, control" probe, an expression level control 
probe and the like. A perfect match control or perfect match probe is, however, distinguished 
from a "mismatch control" or "mismatch probe." 

[00120] The terms "mismatch control" or "mismatch probe" refer to a probe whose sequence 
is deliberately selected not to be perfectly complementary to a particular target sequence. For 
each mismatch (MM) control in a high-density array there typically exists a corresponding 
perfect match (PM) probe that is perfectly complementary to the same particular target 
sequence. The mismatch may comprise one or more bases. 

[00121] While the mismatch(s) may be located anywhere in the mismatch probe, terminal 
mismatches are less desirable as a terminal mismatch is less likely to prevent hybridization of 
the target sequence. In a particularly preferred embodiment, the mismatch is located at or 
near the center of the probe such that the mismatch is most likely to destabilize the duplex 
with the target sequence under the test hybridization conditions. 
[00122] The term "stringent conditions" refers to conditions under which a probe will 
hybridize to its target subsequence, but with only insubstantial hybridization to other 
sequences or to other sequences such that the difference may be identified. Stringent 
conditions are sequence-dependent and will be different in different circumstances. Longer 
sequences hybridize specifically at higher temperatures. Generally, stringent conditions are 
selected to be about 5°C lower than the thermal melting point (Tm) for the specific sequence 
at a defined ionic strength and pH. 

[00123] Typically, stringent conditions will be those in which the salt concentration is at 
least about 0.01 to 1.0 M Na + ion concentration (or other salts) at pH 7.0 to 8.3 and the 
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temperature is at least about 30°C for short probes {e.g., 10 to 50 nucleotides). Stringent 
conditions may also be achieved with the addition of destabilizing agents such as formamide. 
[00124] The "percentage of sequence identity" or "sequence identity" is determined by 
comparing two optimally aligned sequences or subsequences over a comparison window or 
span, wherein the portion of the polynucleotide sequence in the comparison window may 
optionally comprise additions or deletions (i.e., gaps) as compared to the reference sequence 
(which does not comprise additions or deletions) for optimal alignment of the two sequences. 
The percentage is calculated by determining the number of positions at which the identical 
submit (e.g. nucleic acid base or amino acid residue) occurs in both sequences to yield the 
number of matched positions, dividing the number of matched positions by the total number 
of positions in the window of comparison and multiplying the result by 100 to yield the 
percentage of sequence identity. Percentage sequence identity when calculated using the 
programs GAP or BESTFIT (see below) is calculated using default gap weights. 

Probe design 

[00125] One of skill in the art will appreciate that an enormous number of array designs are 
suitable for the practice of this invention. The high density array will typically include a 
number of test probes that specifically hybridize to the sequences of interest. Probes may be 
produced from any region of the genes identified in the Tables and the attached representative 
sequence listing. In instances where the gene reference in the Tables is an EST, probes may 
be designed from that sequence or from other regions of the corresponding full-length 
transcript that may be available in any of the sequence databases, such as those herein 
described. See WO 99/32660 for methods of producing probes for a given gene or genes. In 
addition, any available software may be used to produce specific probe sequences, including, 
for instance, software available from Molecular Biology Insights, Olympus Optical Co. and 
Biosof^ International. In a preferred embodiment, the array will also include one or more 
control probes. 

[00126] High density array chips of the invention include "test probes." Test probes may be 
oligonucleotides that range from about 5 to about 500, or about 7 to about 50 nucleotides, 
more preferably from about 10 to about 40 nucleotides and most preferably from about 15 to 
about 35 nucleotides in length. In other particularly preferred embodiments, the probes are 
20 or 25 nucleotides in length. In another preferred embodiment, test probes are double or 
single strand DNA sequences. DNA sequences are isolated or cloned from natural sources or 
amplified from natural sources using native nucleic acid as templates. These probes have 
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sequences complementary to particular subsequences of the genes whose expression they are 
designed to detect. Thus, the test probes are capable of specifically hybridizing to the target 
nucleic acid they are to detect. 

[00127] In addition to test probes that bind the target nucleic acid(s) of interest, the high 
density array can contain a number of control probes. The control probes may fall into three 
categories referred to herein as 1) normalization controls; 2) expression level controls; and 3) 
mismatch controls. 

[00128] Normalization controls are oligonucleotide or other nucleic acid probes that are 
complementary to labeled reference oligonucleotides or other nucleic acid sequences that are 
added to the nucleic acid sample to be screened. The signals obtained from the normalization 
controls after hybridization provide a control for variations in hybridization conditions, label 
intensity, heading" efficiency and other factors that may cause the signal of a perfect 
hybridization to vary between arrays. In a preferred embodiment, signals (e.g., fluorescence 
intensity) read from all other probes in the array are divided by the signal (e.g., fluorescence 
intensity) from the control probes thereby normalizing the measurements. 
[00129] Virtually any probe may serve as a normalization control. However, it is recognized 
that hybridization efficiency varies with base composition and probe length. Preferred 
normalization probes are selected to reflect the average length of the other probes present in 
the array, however, they can be selected to cover a range of lengths. The normalization 
controls) can also be selected to reflect the (average) base composition of the other probes in 
the array, however in a preferred embodiment, only one or a few probes are used and they are 
selected such that they hybridize well (i.e., no secondary structure) and do not match any 
target-specific probes. 

[00130] Expression level controls are probes that hybridize specifically with constitutively 
expressed genes in the biological sample. Virtually any constitutively expressed gene 
provides a suitable target for expression level controls. Typically expression level control 
probes have sequences complementary to subsequences of constitutively expressed 
'^housekeeping genes" including, but not limited to the (3-actin gene, the glyceraldehyde-3- 
phosphate dehydrogenase (GADPH) gene, the transferrin receptor gene and the like. 
[00131] Mismatch controls may also be provided for the probes to the target genes, for 
expression level controls or for normalization controls. Mismatch controls are 
oligonucleotide probes or other nucleic acid probes identical to their corresponding test or 
control probes except for the presence of one or more mismatched bases. A mismatched 
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base is a base selected so that it is not complementary to the corresponding base in the target 
sequence to which the probe would otherwise specifically hybridize. One or more 
mismatches are selected such that under appropriate hybridization conditions (e.g., stringent 
conditions) the test or control probe would be expected to hybridize with its target sequence, 
but the mismatch probe would not hybridize (or would hybridize to a significantly lesser 
extent) Preferred mismatch probes contain a central mismatch. Thus, for example, where a 
probe is a 20 mer, a corresponding mismatch probe will have the identical sequence except 
for a single base mismatch {e.g., substituting a G, a C or a T for an A) at any of positions 6 
through 14 (the central mismatch). 

[00132] Mismatch probes thus provide a control for non-specific binding or cross 
hybridization to a nucleic acid in the sample other than the target to which the probe is 
directed. For example, if the target is present the perfect match probes should be consistently 
brighter than the mismatch probes. In addition, if all central mismatches are present, the 
mismatch probes can be used to detect a mutation, for instance, a mutation of a gene in the 
accompanying Tables 5 A-5XX. The difference in intensity between the perfect match and 
the mismatch probe provides a good measure of the concentration of the hybridized material. 

Nucleic Acid Samples 

[00133] Cell or tissue samples may be exposed to the test agent in vitro or in vivo. When 
cultured cells or tissues are used, appropriate mammalian liver extracts may also be added 
with the test agent to evaluate agents that may require biotransformation to exhibit toxicity. 
In a preferred format, primary isolates of animal or human hepatocytes which already express 
the appropriate complement of drug-metabolizing enzymes may be exposed to the test agent 
without the addition of mammalian liver extracts. 

[00134] The genes which are assayed according to the present invention are typically in the 
form of mRNA or reverse transcribed mRNA. The genes may be cloned or not. The genes 
may be amplified or not. The cloning and/or amplification do not appear to bias the 
representation of genes within a population. In some assays, it may be preferable, however, 
to use polyA+ RNA as a source, as it can be used with less processing steps. 
[00135] As is apparent to one of ordinary skill in the art, nucleic acid samples used in the 
methods and assays of the invention may be prepared by any available method or process. 
Methods of isolating total mRNA are well known to those of skill in the art. For example, 
methods of isolation and purification of nucleic acids are described in detail in Chapter 3 of 
Laboratory Techniques in Biochemistry and Molecular Biology. Vol. 24. Hybridization With 
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Nucleic Acid Probes: Theory and Nucleic Acid Probes, P. Tijssen, Ed., Elsevier Press, New 
York, 1993. Such samples include RNA samples, but also include cDNA synthesized from a 
mRNA sample isolated from a cell or tissue of interest. Such samples also include DNA 
amplified from the cDNA, and RNA transcribed from the amplified DNA. One of skill in the 
art would appreciate that it is desirable to inhibit or destroy RNase present in homogenates 
before homogenates are used. 

[00136] Biological samples may be of any biological tissue or fluid or cells from any 
organism as well as cells raised in vitro, such as cell lines and tissue culture cells. Frequently 
the sample will be a tissue or cell sample that has been exposed to a compound, agent, drug, 
pharmaceutical composition, potential environmental pollutant or other composition. In 
some formats, the sample will be a "clinical sample" which is a sample derived from a 
patient. Typical clinical samples include, but are not limited to, sputum, blood, blood-cells 
(e.g., white cells), tissue or fine needle biopsy samples, urine, peritoneal fluid, and pleural 
fluid, or cells therefrom. 

[00137] Biological samples may also include sections of tissues, such as frozen sections or 
formalin fixed sections taken for histological purposes. 

Forming High Density Arrays 

[00138] Methods of forming high density arrays of oligonucleotides with a minimal number 
of synthetic steps are known. The oligonucleotide analogue array can be synthesized on a 
single or on multiple solid substrates by a variety of methods, including, but not limited to, 
light-directed chemical coupling, and mechanically directed coupling (see Pirrung, U.S. 
Patent No. 5,143,854). 

[00139] In brief, the light-directed combinatorial synthesis of oligonucleotide arrays on a 
glass surface proceeds using automated phosphoramidite chemistry and chip masking 
techniques. In one specific implementation, a glass surface is deriyatized with a silane 
reagent containing a functional group, e.g. , a hydroxyl or amine group blocked by a 
photolabile protecting group. Photolysis through a photolithogaphic mask is used selectively 
to expose functional groups which are then ready to react with incoming 5* photoprotected 
nucleoside phosphoramidites. The phosphoramidites react only with those sites which are 
illuminated (and thus exposed by removal of the photolabile blocking group). Thus, the 
phosphoramidites only add to those areas selectively exposed from the preceding step. These 
steps are repeated until the desired array of sequences have been synthesized on the solid 
surface. Combinatorial synthesis of different oligonucleotide analogues at different locations 
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on the array is determined by the pattern of illumination during synthesis and the order of 
addition of coupling reagents. 

[00140] In addition to the foregoing* additional methods which can be used to generate an 
array of oligonucleotides on a single substrate are described in PCT Publication Nos. WO 
93/09668 and WO 01/23614. High density nucleic acid arrays can also be fabricated by 
depositing pre-made or natural nucleic acids in predetermined positions. Synthesized or 
natural nucleic acids are deposited on specific locations of a substrate by light directed 
targeting and oligonucleotide directed targeting. Another embodiment uses a dispenser that 
moves from region to region to deposit nucleic acids in specific spots. 

Hybridization 

[00141] Nucleic acid hybridization simply involves contacting a probe and target nucleic 
acid under conditions where the probe and its complementary target can form stable hybrid 
duplexes through complementary base pairing. See WO 99/32660. The nucleic acids that do 
not form hybrid duplexes are then washed away leaving the hybridized nucleic acids to be 
detected, typically through detection of an attached detectable label. It is generally 
recognized that nucleic acids are denatured by increasing the temperature or decreasing the 
salt concentration of the buffer containing the nucleic acids. Under low stringency conditions 
(e.g. 9 low temperature and/or high salt) hybrid duplexes (e.g., DNA:DNA, RNA:RNA, or 
RNA:DNA) will form even where the annealed sequences are not perfectly complementary. 
Thus, specificity of hybridization is reduced at lower stringency. Conversely, at higher 
stringency (e.g., higher temperature or lower salt) successful hybridization tolerates fewer 
mismatches. One of skill in the art will appreciate that hybridization conditions may be 
selected to provide any degree of stringency. 

[00142] In a preferred embodiment, hybridization is performed at low stringency, in this case 
in 6X SSPET at 37°C (0.005% Triton X-100), to ensure hybridization and then subsequent 
washes are performed at higher stringency (e.g., I X SSPET at 37°C) to eliminate mismatched 
hybrid duplexes. Successive washes may be performed at increasingly higher stringency 
(e.g., down to as low as 0.25 X SSPET at 37°C to 50°C) until a desired level of hybridization 
specificity is obtained. Stringency can also be increased by addition of agents such as 
formamide. Hybridization specificity may be evaluated by comparison of hybridization to 
the test probes with hybridization to the various controls that can be present (e.g., expression 
level control, normalization control, mismatch controls, etc.). 
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[001431 In general, there is a tradeoff between hybridization specificity (stringency) and 
signal intensity. Thus, in a preferred embodiment, the wash is performed at the highest 
stringency that produces consistent results and that provides a signal intensity greater than 
approximately 10% of the background intensity. Thus, in a preferred embodiment, the 
hybridized array may be washed at successively higher stringency solutions and read between 
each wash. Analysis of the data sets thus produced will reveal a wash stringency above 
whicji the hybridization pattern is not appreciably altered and which provides adequate signal 
for the particular oligonucleotide probes of interest. 

Signal Detection 

[001441 The hybridized nucleic acids are typically detected by detecting one or more labels 
attached to the sample nucleic acids. The labels may be incorporated by any of a number of 
means well known to those of skill in the art. See WO 99/32660. 

Databases 

[00145] The present invention includes relational databases containing sequence 
information, for instance, for the genes of Tables 5A-5XX, as well as gene expression 
information from tissue or cells exposed to various standard toxins, such as those herein 
described (see Tables 5A-5XX). Databases may also contain information associated with a 
given sequence or tissue sample such as descriptive information about the gene associated 
with the sequence information (see Tables 1, 2 and 3), or descriptive information concerning 
the clinical status of the tissue sample, or the animal from which the sample was derived. 
The database may be designed to include different parts, for instance a sequence database and 
a gene expression database. Methods for the configuration and construction of such 
databases and computer-readable media to which such databases are saved are widely 
available, for instance, see U.S. Patent No. 5,953,727, which is herein incorporated by 
reference in its entirety. 

[00146] The databases of the invention may be linked to an outside or external database such 
as GenBank (www.ncbLnlmMih.gov/entrez.mdexJitml); KEGG (www.genome.ad.jp/kegg); 
SPAD (www.grt.kyushu-u.ac.jp/spad/index.html); HUGO (www.gene.ucl.ac.uk/Jiugo); Swiss- 
Prot (www.expasy.ch.sprot); Prosite (wwn>.expasy.ch/tools/sc7ipsitl.html); OMIM 
(wwwMcbijtl77t.7tih.gov/omim); LocusLink (www.7tcbi.7tl77tMih.gov/L0cusLi71k/); RefSeq 
(wwwMcbi.7tbnMih.gov/LocusLi7tk/refseqJtt77tl) and GDB (www.gdb.07-g). In a preferred 
embodiment, as described in Tables 1-3, the external database is GenBank and the associated 



NSDOCID: <WO 03065993A2_I_> 



WO 03/065993 PCT/US03/03482 

-40- 

databases maintained by the National Center for Biotechnology Information (NCBI) 
(www. ncbi. nlnu nih.gov) . 

[00147] Any appropriate computer platform, user interface, etc. may be used to perform the 
necessary comparisons between sequence information, gene expression information and any 
other information in the database or information provided as an input. For example, a large 
number of computer workstations are available from a variety of manufacturers, such has 
those available from Silicon Graphics. Client/server environments, database servers and 
networks are also widely available and appropriate platforms for the databases of the 
invention. 

[00148] The databases of the invention may be used to produce, among other things, 
electronic Northerns that allow the user to determine the cell type or tissue in which a given 
gene is expressed and to allow determination of the abundance or expression level of a given 
gene in a particular tissue or cell. 

[00149] The databases of the invention may also be used to present information identifying 
the expression level in a tissue or cell of a set of genes comprising one or more of the genes 
in Tables 5 A-5XX, comprising the step of comparing the expression level of at least one gene 
in Tables 5A-5XX in a cell or tissue exposed to a test agent to the level of expression of the 
gene in the database. Such methods may be used to predict the toxic potential of a given 
compound by comparing the level of expression of a gene or genes in Tables 5A-5XX from a 
tissue or cell sample exposed to the test agent to the expression levels found in a control 
tissue or cell samples exposed to a standard toxin or hepatotoxin such as those herein 
described. Such methods may also be used in the drug or agent screening assays as described 
herein. 

Kits 

[00150] The invention further includes kits combining, in different combinations, high- 
density oligonucleotide arrays, reagents for use with the arrays, protein reagents encoded by 
the genes of the Tables, signal detection and array-processing instruments, gene expression 
databases and analysis and database management software described above. The kits may be 
used, for example, to predict or model the toxic response of a test compound, to monitor the 
progression of hepatic disease states, to identify genes that show promise as new drug targets 
and to screen known and newly designed drugs as discussed above. 

[00151] The databases packaged with the kits are a compilation of expression patterns from 
human or laboratory animal genes and gene fragments (corresponding to the genes of Tables 
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5A-5XX). In particular, the database software and packaged information that may contain 
the databases saved to a computer-readable medium include the expression results of Tables 
5 A-5XX that can be used to predict toxicity of a test agent by comparing the expression 
levels of the genes of Tables 5A-5XX induced by the test agent to the expression levels 
presented in Tables 5A-5XX. In another format, database and software information may be 
provided in a remote electronic format, such as a website, the address of which may be 
packaged in the kit. 

[00152] The kits may used in the pharmaceutical industry, where the need for early drug 
testing is strong due to the high costs associated with drug development, but where 
bioinformatics, in particular gene expression informatics, is still lacking. These kits will 
reduce the costs, time and risks associated with traditional new drug screening using cell 
cultures and laboratory animals. The results of large-scale drug screening of pre-grouped 
patient populations, pharmacogenomics testing, can also be applied to select drugs with 
greater efficacy and fewer side-effects. The kits may also be used by smaller biotechnology 
companies and research institutes who do not have the facilities for performing such large- 
scale testing themselves. 

[00153] Databases and software designed for use with use with microarrays is discussed in 
Balaban et al, U.S. Patent Nos. 6,229,91 1 , a computer-implemented method for managing 
information, stored as indexed tables, collected from small or large numbers of microarrays, 
and 6,185,561, a computer-based method with data mining capability for collecting gene 
expression level data, adding additional attributes and reformatting the data to produce 
answers to various queries. Chee et al 9 U.S. Patent No. 5,974,164, discloses a software- 
based method for identifying mutations in a nucleic acid sequence based on differences in 
probe fluorescence intensities between wild type and mutant sequences that hybridize to 
reference sequences. 

[00154] Without further description, it is believed that one of ordinary skill in the art can, 
using the preceding description and the following illustrative examples, make and utilize the 
compounds of the present invention and practice the claimed methods. The following 
working examples therefore, specifically point out the preferred embodiments of the present 
invention, and are not to be construed as limiting in any way the remainder of the disclosure. 

EXAMPLES 
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Example 1 : Identification of Toxicity Markers in Rat Hepatocy tes 
[00155] To evaluate their toxicity, the hepatotoxins alpha-naphthylisothiocyante (ANIT), 
acetaminophen (APAP), AY-25329, carbon tetrachloride, clofibrate, diclofenac, 17a- 
ethinylestradiol, hydrazine, indomethacin, lipopolysaccharide, lovastatin, methotrexate, 
tacrine, valproate and control compositions were administered to cultures of primary rat 
hepatocytes from male Sprague-Dawley rats at various time points rising administration 
diluents, protocols and dosing regimes as previously described in the art and in the prior 
applications discussed above, as well as in Table 6. Laboratory protocols for the 
administration of the hepatotoxins amiodarone, carbamazepine, chlorpromazine, CI-1000, 
CPA, diflumsal, DMN, gemfibrozil, imipramine, phenobarbital, tamoxifen, tetracycline and 
Wy-14643 also appear in Table 6. Identification of toxicity markers was performed by 
microarray analysis and by the AlamarBlue® assay, a classical measure of cytotoxicity. The 
AlamarBlue® assay was performed in triplicate. 

[00156] The source of the primary rat hepatocytes was Sprague Dawley Outbred CD® Rats 
(CRL:CD®[SD] IGS BR, Charles River Laboratories). Hepatocyte cultures were obtained in 
24-well matrigel coated plates for the AlamarBlue® assay (175,000 cells/cm 2 ) or in T-75cm 2 
matrigel coated flasks for RNA isolation for microarray analysis (187,000 cells/cm 2 ) . 
Primary rat hepatocytes were received the day after the cells were removed from the animals. 
After arrival, the cells, the cells were incubated overnight (~15hrs) before the toxin was 
added to the cultures. The vehicle used in the toxicity experiments was HIM culture medium 
(Hepatocyte Incubation Medium, In Vitro Technologies Cat. No. Z90009) containing 0.2% * 
DMSO (Sigma Cat. No. D-5879). Toxin or vehicle was administered to hepatocyte cultures 
as follows. For each treatment, i.e., vehicle alone, vehicle + toxin at low dose, or vehicle + 
toxin at high dose, cells were harvested after 3, 6 and 24-hour incubations with the toxin 
solution or with the vehicle. 

[00157] The AlamarBlue® assay was performed as follows, using only the 24-hour time 
point samples. 

1 . Primary rat hepatocyte cultures were prepared as described above in a matrigel-coated 
plates at 175,000 cells/cm 2 . 

2. The culture medium (HIM) was removed from each well and replaced with 500 pi of 
fresh HIM following arrival of the cells, and the cells were incubated overnight 
(approximately 15hrs) at 37°C, 5% C0 2 . 
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3 ? The next day, the HIM was removed and 500 of the medium containing either vehicle 
or a dose of toxin was added. 

4. Lysis solution was used as a negative control. 450 \il medium + 50 \xl 9% Triton X100 
were added to each of 3 wells containing cells, for a final Triton concentration of 1%. 

5. The cells in all wells were incubated for 24 hours at 37°C, 5% CO2. 

6. HIM medium was removed, and a solution containing 500 \i\ of fresh HIM medium + 50 
\il AlamarBlue® (BioSource International, Inc., Cat. No. DAL1100) was added to each 
well. 

7. The cells were incubated at 37°C, 5% CO2 for 2 hours. 

8. 100 \xl medium was removed from each well of the 24-well plate and added to a well of a 
96-well plate. The fluorescence was measured using 544 nm as the excitation and 590 
nm as the emission on a Molecular Devices, SpectraMax Gemini, Softmax pro 2.6.1. 
Alternatively, two absorbance readings can be measured for the oxidized (600nm) and the 
reduced (570nm) form of AlamarBlue®. After obtaining absorbance readings, results 
were calculated according to the manufacturer's protocol provided in the product 
description. 

9. The data were evaluated to determine whether or not the toxin reduced cell viability. If 
so, the dose of the toxin that reduced cell viability by ~ 10-20% was determined. 

Collection of RNA from Rat Hepatocytes 

[00158] More than 10 7 cells are typically prepared for each sample. RNA was collected at 3, 
6 f and 24 hours following addition of the toxin according to the following procedure. 
[00159] The medium from the flasks was discarded, and the cells were washed once with 20 
ml of warm (37°C) RPMI-1640 + lOmM HEPES medium (Life Technologies, Cat. No. * 
22400-089). 12 ml of Trizol (Life Technologies, Cat. No. 15596-018) was placed 
immediately into each T-75 flask. Each flask contained -10-20 million cells. The contents 
of each flask were mixed vigorously for one minute with a vortex mixer and then aspirated up 
and down 5 times with a pipette. The contents of each flask (~12 ml each) was collected into 
a 50 ml conical polypropylene tissue culture tube (Falcon), snap frozen in liquid nitrogen and 
stored at < -86° C. 

[00160] Microarray sample preparation was conducted with minor modifications, following 
the protocols set forth in the Affymetrix GeneChip® Expression Analysis Manual. Frozen 
cells were ground to a powder using a Spex Certiprep 6800 Freezer Mill. Total RNA was 
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extracted with Trizol (GibcoBRL) utilizing the manufacturer's protocol. The total RNA yield 
for each sample was 200-500 jig per 300 mg cells. mRNA was isolated using the Oligotex 
mRNA Midi kit (Qiagen) followed by ethanol precipitation. Double stranded cDNA was 
generated from mRNA using the Superscript Choice system (GibcoBRL). First strand 
cDNA synthesis was primed with aT7-(dT24) oligonucleotide. The cDNA was phenol- 
chloroform extracted and ethanol precipitated to a final concentration of 1 jxg/ml. From 2 jig 
of cDNA, cRNA was synthesized using Ambion's T7 MegaScript in vitro Transcription Kit. 
[00161] To biotin 'label the cRNA, nucleotides Bio-1 1-CTP and Bio-16-UTP (Enzo 
Diagnostics) were added to the reaction. Following a 37°C incubation for six hours, 
impurities were removed from the labeled cRNA following the RNeasy Mini kit protocol 
(Qiagen). cRNA was fragmented (fragmentation buffer consisting of 200 mM Tris-acetate, 
pH 8.1,-500 mM KOAc, 150 mM MgOAc) for thirty-five minutes at 94°C. Following the 
Asymetrix protocol, 55 |ag of fragmented cRNA was hybridized on the Affymetrix rat array 
set for twenty-four hours at 60 rpm in a 45°C hybridization oven. The chips were washed 
and stained with Streptavidin Phycoerythrin (SAPE) (Molecular Probes) in AfiEymetrix 
fluidics stations. To amplify staining, SAPE solution was added twice with an 
anti-streptavidin biotinylated antibody (Vector Laboratories) staining step in between. 
Hybridization to the probe arrays was detected by fluorometric scanning (Hewlett Packard 
Gene Array Scanner). Data was analyzed using Afiymetrix GeneChip® version 3.0 and 
Expression Data Mining Tool (EDMT) software (version 1.0), S-Plus, and the GeneExpress® 
software system. 

[00162] Differential expression of genes between the toxin-exposed and control samples 
corresponding to patterns indicative of toxicity was determined using the following criteria. 
[001631 Table 1 discloses those genes that are differentially expressed upon exposure to the 
named toxins with their corresponding SEQ ID NOS:, GenBank Accession or RefSeq ID 
Nos., GLGC ID Nos. (internal Gene Logic identification nos.), gene names and Unigene 
Sequence Cluster titles. The metabolic pathways in which the genes of Table 1 function are 
indicated in Table 3, and the corresponding human homologues are given in Table 2. The 
model codes, identified in Table 4, represent the various toxicity or liver pathology states 
associated with differential expression of each gene, as well as the individual toxin types 
associated with differential expression of each gene. 

[00164] Tables 5A-5XX disclose the summary statistics for each of the comparisons 
performed. Each of these tables contains a set of predictive genes and creates a model for 
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predicting the hepatoxicity of an unknown, i.e. 9 untested compound. Each gene is identified 
by its Gene Logic identification number and can be cross-referenced to a gene name and 
representative SEQ ID NO. in Table 1. For each comparison of gene expression levels 
between samples in the toxicity group ('Tox" samples, Le. 9 samples affected by exposure to a 
specific toxin) and samples in the non-toxicity group ("Non-tox" samples, i.e. 9 samples not 
affected by exposure to that same specific toxin), the group mean for Tox samples is the 
mean signal intensity, as normalized for the various chip parameters that are being assayed. 
The Non-tox mean represents the mean signal intensity, as normalized for the various chip 
parameters that are being assayed, in samples other than those treated with the high dose of 
the specific toxin. These samples were treated with a low dose of the specific toxin, or with 
vehicle alone, or with a different toxin. Tox samples were obtained from treated cells 
processed at the timepoint(s) indicated in the tables, while Non-tox samples were obtained 
from control cells processed at all time points in the experiments. For individual genes, an 
increase in the Tox group mean compared to the Non-tox group mean indicates up-regulation 
upon exposure to a toxin. Conversely, a decrease in the Tox group mean compared to the 
Non-tox group mean indicates down-regulation. 

[00165] The mean values are derived from Average Difference (AveDiff) values for a 
particular gene, averaged across the corresponding samples. Each individual Average 
Difference value is calculated by integrating the intensity information from multiple probe 
pairs that are tiled for a particular fragment. The normalization multiplies each expression 
intensity for a given experiment (chip) by a global scaling factor. The intent of this 
normalization is to make comparisons of individual genes between chips possible. The 
scaling factor is calculated as follows: 

1 . From all the unnormalized expression values in the experiment, delete the largest 2% 
and smallest 2% of the values. That is, if the experiment yields 10,000 expression values, 
order the values and delete the smallest 200 and the largest 200. 

2. Compute the trimmed mean, which is equal to the mean of the remaining values. 

3 . Compute the scale factor SF = 1 00/(trimmed mean) 

[00166] The value of 100 used here is the standard target value used. Some AveDiff values 
may be negative due to the general noise involved in nucleic acid hybridization experiments. 
Although many conclusions can be made corresponding to a negative value on the GeneChip 
platform, it is difficult to assess the meaning behind the negative value for individual 
fragments. Our observations show that, although negative values are observed at times 
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within the predictive gene set, these values reflect a real biological phenomenon that is highly 
reproducible across all the samples from which the measurement was taken. For this reason, 
those genes that exhibit a negative value are included in the predictive set. It should be noted 
that other platforms of gene expression measurement may be able to resolve the negative 
numbers for the corresponding genes. The predictive ability of each of those genes should 
extend across platforms, however. Each mean value is accompanied by the standard 
deviation for the mean. 

[001671 The linear discriminant analysis score (discriminant score), as disclosed in the 
tables, measures the ability of each gene to predict whether or not a sample is toxic. The 
discriminant score is calculated by the following steps: 

Calculation of a discriminant score 

[00168] Let Xi represent the AveDiff values for a given gene across the Group 1 samples, 
i=l...n. 

[001691 Let Yi represent the AveDiff values for a given gene across the Group 2 samples, 
i=l...t. 

[001701 The calculations proceed as follows: 

[00171] Calculate mean and standard deviation for Xi's and Yj's, and denote these by m x , 
m Y , s x ,s Y . 

[00172] For all Xi's and Y/s, evaluate the function f(z) = ((l/s Y )*exp( -.5*( (z-m Y )/s Y ) 2 )) / 

(((l/s Y )*exp( -.5*( (z-m Y )/s Y ) 2 )) +((l/s x )*exp( -.5*( (z-m x )/sx) 2 ))) ; 

[00173] The number of correct predictions, say P, is then the number of Yi's such that 

f(Y0>.5 plus the number of Xi's such that f(X0<.5. 

[00174] The discriminant score is then P/(n+t). 

[00175] Linear discriminant analysis uses both the individual measurements of each gene 
and the calculated measurements of all combinations of genes to classify samples. For each 
gene, a weight is derived from the mean and standard deviation of the Tox and Non-tox 
sample groups. Every gene is multiplied by a weight and the sum of these values results in a 
collective discriminate score. This discriminant score is then compared against collective 
centroids of the Tox and Non-tox groups. These centroids are the average of all tox and 
nontox samples respectively. Therefore, each gene contributes to the overall prediction. This 
contribution is dependent on weights that are large positive or negative numbers if the 
relative distances between the Tox and Non-tox samples for that gene are large and small 

numbers if the relative distances are small. The discriminant score for each unknown sample 

f 
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and centroid values can be used to calculate a probability between zero and one as to the 
group in which the unknown sample belongs. 

Example 2: General Toxicity Modeling 

[00176] Samples were selected for grouping into Tox and Non-tox groups by examining 
each study individually with Principal Components Analysis (PCA) to determine which 
. treatments had an observable response. Only sample groups where confidence of the tox- 
responding or non-tox-responding status (expression level affected by exposure to a specific 
toxin or expression level not affected by exposure to a specific toxin, respectively) was 
established were included in building a general toxicity prediction model. 
[00177] Linear discriminant models were generated to describe Tox and Non-tox samples. 
The top discriminant genes and/or EST's were used to determine toxicity by calculating each 
gene's contribution with homo and heteroscedastic treatment of variance and inclusion or 
exclusion of mutual information between genes. Prediction of samples within the database 
exceeded 80% true positives with a false positive rate of less than 5%. It was determined that 
combinations of genes and/or EST's generally provided a better prediction than individual 
genes and that the more genes and/or EST used, the better the prediction. Although the 
preferred embodiment includes fifty or more genes, many pairings or larger combinations of 
genes and/or EST can work better than individual genes. All combinations of two or more 
genes from the selected list could be used to predict toxicity. These combinations could be 
selected by pairing in an agglomerate, divisive, or random approach, Further, as yet 
undetermined genes and/or EST's could be combined with individual or a set of genes and/or 
EST's described here to increase predictive ability. However, the genes and/or EST's 
described here would contribute most of the predictive ability to any such undetermined 
combinations. 

[00178] Other variations on the above method can provide adequate predictive ability. 
These include selective inclusion of components via agglomerate, divisive, or random 
approaches or extraction of loading and combining them in agglomerate, divisive, or random 
approaches. Also the use of composite variables in logistic regression to determine 
classification of samples can also be accomplished with linear discriminate analysis, neural or 
Bayesian networks, or other forms of regression and classification based on categorical or 
continual dependent and independent variables. 
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Example 3: Modeling Methods 

[00179] The above modeling methods provide broad approaches of combining the 
expression of genes to predict sample toxicity. One could also provide no weight in a simple 
voting method or determine weights in a supervised or unsupervised method using 
agglomerate, divisive, or random approaches. All or selected combinations of genes may be 
combined in ordered, agglomerate, or divisive, supervised or unsupervised clustering 
algorithms with unknown samples for classification. Any form of correlation matrix may 
also be used to classify unknown samples. The spread of the group distribution and 
discriminate score alone provide enough information to enable a skilled person to generate all 
of the above types of models with accuracy that can exceed the discriminate ability of 
individual genes. Some examples of methods that could be used individually or in 
combination after transformation of data types include but are not limited to: Discriminant 
Analysis, Multiple Discriminant Analysis, logistic regression, multiple regression analysis, 
linear regression analysis, conjoint analysis, canonical correlation, hierarchical cluster 
analysis, k-means cluster analysis, self-organizing maps, multidimensional scaling, structural 
equation modeling, support vector machine determined boundaries, factor analysis, neural 
networks, bayesian classifications, and resampling methods. 

Example 4: Grouping of Individual compound and Pathology Classes 
[00180] Samples were grouped into individual pathology classes based on known 
toxicological responses and observed clinical chemical and pathology measurements or into 
observable toxicity produced by a compound (Tables 5 A-5XX). The top 10, 25, 50, 100 
genes based on individual discriminate scores were used in a model to ensure that a 
N combination of genes provided a better prediction than individual genes. As described above, 
] all combinations of two or more genes from this list could potentially provide better 
prediction than individual genes when selected in any order or by ordered, agglomerate, 
divisive, or random approaches. In addition, combining these genes with other genes could 
provide better predictive ability, but most of this predictive ability would come from the 
genes listed herein. 

[00181] A sample may be considered a Tox sample if it scores positive in any pathological 
or individual compound class represented here, or in any modeling method mentioned under 
general toxicology models, based on a combination of the sample's time point and dosage 
group in a study using an individual compound (with known or potentially toxic properties) 
by comparisons obtainable from the data. The pathological groupings and early and late 
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phase models are preferred examples of all obtainable combinations of sample time and dose 
points. Most logical groupings with one or more genes and one or more sample dose and 
time points should produce better predictions of general toxicity, pathological specific 
toxicity, or similarity to a known toxin than individual genes. 

[00182] Although the present invention has been described in detail with reference to 
examples above, it is understood that various modifications can be made without departing 
from the spirit of the invention. Accordingly, the invention is limited only by the following 
claims. All cited patents, patent applications and publications referred to in this application 
are herein incorporated by reference in their entirety. 
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TABLE 1 



Attorney Docket N6. 44921r5113WOj 
. Document No. 1926271 



SEQ 

ID 

NO. 



GLGC 
IDNO. 



GenBank 
Acc. or 
RefSeq ID 
No. 



Model 
Code 



Known Gene Name 



Unigene Sequence Qluster Title 



29 



16901 



AA799479 



HHs:NADH dehydrogenase 
i ubiquinone) Fe-S protein 8 
;23kD) (NADH-coenzyme Q 
reductase) 



ESTs, Highly similar to NUIMJWMAN 
NADH-ubiquinone oxidoreductase 23 kDa 
subunit, mitochondrial precursor (Complex I- 1 
23KD) (CI-23KD) (TYKY subunit) 
[H.sapiensl 



196 



16756 



AA818089 q,z 



HHs:glycyl-tRNA synthetase 



ESTs, Highly similar to SYGJ1UMAN GiycyH 
tRNA synthetase (Glycine-tRNA ligase) 
(GIvRS) [H.sapiensl 



231 



5331 



AA818996 ii.rr 



735 



12031 



913 



10569 



HHs:glutaminy1-tRNA 
synthetase 



ESTs, Moderately similar to SYQJHUMAN 
Glutaminyl-tRNA synthetase (Glutamine- 
tRNA ligase) (GLNRS) fH.sapiensI 



AA893860 General 



HHs:threonyl-tRNA synthetase 



AA942681 |n, z. 

General 



HHs:ATPase, H+ transporting, 
lysosomal 50/57kDV1 subunit 
H 



jESTs, Moderately similar to SYTC_HUMAN 
|Threonyl-tRNA synthetase, cytoplasmic 
|(Threonine-tRNA ligase) (ThrRS) 

rH.sapiensI 

jESTs, Highly similar to VATH_HUMAN 
Vacuolar ATP synthase subunit H (V- 
ATPase H subunit) (Vacuolar proton pump H| 
|subunit) (V-ATPase 50/57 kDa subunits) 
(Vacuolar proton pump subunit SFD) (CGI- 
11^ rH.sapiensI 



991 



22283 



AA945172 mm 



HHs:leucine aminopeptidase 3 



lESTs, Highly similar to AMPLJHUMAN 
Cytosol aminopeptidase (Leucine 
aminopeptidase) (LAP) (Leucyl 
aminopeptidase) (Proline aminopeptidase) 
(Prolyl aminopeptidase^ [H.sapiensl 



1202 



16625 



AA998062 j 



HHs:Aig5, S. cerevisiae, 
homolog of 



jESTs, Highly similar to T51776 dolichyl- 
phosphate beta-glucosyltransferase (EC 
12,4.1.117) [importedl - human fH.sapiensI 



1305 



22056 



AI008066 p, mm 



HHs:ubiquinol-cytochrome c 
reductase hinge protein 



I ESTs, Moderately similar to UCRH_HUMAN 
Ubiquinol-cytochrome C reductase complex 
11 kDa protein, mitochondrial precursor 
(Mitochondrial hinge protein) (Cytochrome 
C1, nonheme 11 kDa protein) (Complex III 
subunit VIII) [H.sapiens] 



1667 



10138 



AI059048 m 



1753 



16058 



AI071490 I General, 



1957 



18278 



HHs:Sp3 transaiption factor 



EST, Highly similar to SP3JHUMAN 
(TRANSCRIPTION FACTOR SP3 (SPR-2) 
[H.sapiensl 



HHs:serine lESTs, Highly similar to JC5180 serine C 

palmitoyltransferase, long chain palmitoyltransferase (EC 2.3.1.50) Lcb2 
hase subunit 2 Ichain - mouse [M.musculusl 



AI105080 m 



HHs:3-oxoacid CoA transferase ESTs, Highly similar to SCOT_HUMAN 

Succinyl-CoA:3-ketoacid-coenzyme A 
transferase, mitochondrial precursor 
(Succinyl CoA:3-oxoacid CoA-transferase) 
[H.sapiensl _ 
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SEQ 

ID 

NO. 


GLGC 
DNO. 


Gen Bank 
Acc. or 
RefSeq ID 
No. 


Model 

Code . 


Known Gene Name 


Unigene Sequence Cluster Title . : 


2143 


17027 


AI170679 


XX 


HHsiUDP-glucose 
pyrophosphorylase 2 


ESTs, Highly similar to UDP-glucose 
pyrophosphorylase 2; UTP-glucose-1- 
phosphate uridyitransferase; UDP-glucose 
diphosphorylase; UGPase 2 [Homo sapiens] 
Hsaoiensl 


2434 


3376 


AI179755 


w 


HHs:Rho guanine nucleotide 
exchange factor (GEF) 5 


ESTs, Highly similar to Rho guanine 
nucleotide exchange factor 5; oncogene 
TIM; transforming immortalized mammary 
oncogene; guanine nucleotide regulatory 
protein TIM [Homo sawensl rH.saDiensl 


2865 


4714 


AI639518 


k, ww, xx 


HHs:polymerase (RNA) II (DNA 
directed) polypeptide H 


ESTs, Highly similar to S55370 RNA 
polymerase 11 chain hRPB17 - human 
H.sapiensl 


3524 


23424 


NMJ)21680 


X.2 


HHs:alanyl-tRNA synthetase 


ESTs, Highly similar to SYA_HUMAN Alanyl- 
tRNA synthetase (Alanine-tRNA ligase) 
(AlaRS) fH.sapiensl 


4301 


242 


NMJ45683 


U 


HHs:protein tyrosine 
phosphatase, non-receptor type 
7 


Rattus norvegicus cytosolic protein tyrosine 
phosphatase HePTP/LOPTP mRNA, 
complete cds 


885 


16945 


AA925541 


c 


heterogeneous nuclear 
ribonucleoprotein L 


heterogeneous nuclear ribonucleoprotein L 


886 


17513 


AA925554 


h,u 


succinate dehydrogenase 
complex, subunit A, flavoprotein 
(Fp) 


succinate dehydrogenase complex, subunit 
A, flavoprotein (Fp) 


1354 


22748 


AI009786 


gg, nh 


ribosomal protein L41 


ribosomal protein L41 


2879 


18456 


D00688 


bb 


monoamine oxidase A 


ESTs, Highly similar to 1903159A 
monoamine oxidase A [Rattus norvegicus] 
fR.norvegicusl 


2943 


24513 


J02705 


V 


Oncomodulin 


Oncomodulin 


3078 


24504 


NM_012574 


k 


Glutamate receptor, ionotropic, 
N-methyl D-aspartate 2B 


Glutamate receptor, ionotropic, N-methyl D- 
aspartate 2B 


3084 


24735 


NM_012596 


PP 


Leptin receptor (fatty) 


Leptin receptor (fatty) 


3288 


1561 


NM.016995 


d, v, uu 


Complement component 4 
binding protein, beta 


Complement component 4 binding protein, 
beta 


3296 


6598 


NM_017020 


i.n.xx 


Interieukin 6 receptor 


Interieukin 6 receptor 


3485 


235 


NM_019347 


ii 


Urea transporter, solute carrier 
family 14, member 2 


Urea transporter 


3680 


22282 


NM_024394 


h, m, 

General, 

uu 


5-Hydroxytryptamine (serotonin 
receptor 3A 


5-Hydroxytryptamine (serotonin) receptor 3A 


3728 


301 


NM_031049 


ii 


2,3-oxidosqualene: lanosterol 
cyclase 


2,3-oxidosqualene: lanosterol cyclase 


3728 


302 


NM_031G49 


ii 


2,3-oxidosqualene: lanosterol 
cyclase 


2,3-oxidosqualene: lanosterol cyclase 


3728 


303 


NM.031049 


Mi 


2,3-oxidosqualene: lanosterol 
cyclase 


2,3-oxidosqualene: lanosterol cyclase 


3880 


13186 


NM_031755 


n 


carcinoembryonic antigen- 
related cell adhesion molecule 


carcinoembryonic antigen-related cell 
adhesion molecule 
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SEQ. C 

iU • II 
NU. 


5LGC C 

■ c 
. r 


ienBank A 
^ccior C 
tefSeqlD 
lo. 


flodel K 
lode 


[nbwn Gene Name v; I 


Inigehe Sequence Clusterjitle 


4143 1 


3424 


1M_080899 v 


vw ii 

r 

r 


ihibitor of kappa light . i 
olypeptide enhancer in B-ceils, i 
inase complex-associated p 
>rotein 


ihibitor of kappa light polypeptide enhancer 
i B-cells, kinase complex-associated 
>rotein 


4145 ; 


>4604 r 


4M_080906 r 


.pp » 


H1F-1 responsive RTP801 \ 


■ilF-1 responsive RTP801 


4153 ' 


17512 r 


sJM 130428 \ 

1 IVI 1 UUttw 1 


( 

( 


succinate dehydrogenase s 
x>mplex, subunit A, flavoprotein i 
Fd) 


succinate dehydrogenase complex, subunit 
\ flavoprotein (Fp) 


4396 


1359 1 


J78977 i 


mm / 


MPase, Class II, type 9A i 


MPase, Class II, type 9A 


3445 


18362 


MM 019187 

N IVI Iwlvl 


n, ff 


Coenzyme Q (ubiquinone) 


Coenzyme Q (ubiquinone) I 


3709 


25476 


NM_031009 


XX 


angiotensin II type-1 receptor 


anqiotensin II type-1 receptor 


12 


21815 


AA686423 


o 


. 


ESTs, Highly similar to T46390 hypothetical 
protein DKFZp434C1 920.1 - human 
(fraqment) FH.saoiensl 


18 


3636 


AA7QQ?^fi 


nn 




ESTs, Moderately similar to T00741 NADH 
dehydrogenase (ubiquinone) (EC 16.5.3) 
acyl carrier chain, mitochondrial - human 
(fraqment) rH.sapiensl 


23 


20957 


AA799440 


ff 




ESTs, Moderately similar to L13 protein 
fHomo sapiens] (H.sapiens] 


28 


19675 


AA7QQ475 


S 00 




ESTs, Weakly similar to T08700 hypothetical 
protein DKFZp564G013.1 - human 
(fraqment) [H.sapiensl 


42 


116576 


M799570 


c,u 




ESTs, Highly similar to hypothetical protein 
FLJ13725; KIAA1930 protein [Homo 
sapiens! Hsaoiensl 


44 


20973 


AA7Q9581 

/A/A/ 39v/U 1 


v General 

V | Vwl Ivl Ul 




ESTs, Moderately similar to Y218_HUMAN 
Putative deoxyribonuclease KIAA0218 
(H.sapiens] 


50 


19472 


AA7Q9616 

/ATA 1 JV/ 


C f D 

General, 
kk 




ESTs, Moderately similar to PTTG__HUMAN 
Pituitary tumor-transforming gene 1 protein- 
interacting protein (Pituitary tumor- 
transforming gene protein binding factor) 
(PTTG-binding factor) (PBF) [H.sapiens] 


51 


20980 


- AA799633 


dd, oo 




ESTs, Moderately similar to hypothetical 
protein MGC13016 [Homo sapiens] 
fH.sapiens] 


69 


16730 


M799766 


i 




ESTs, Moderately similar to JTV1; 
hypothetical protein PRO0992 [Homo 
saDiensl IH. sapiens! 


71 


11531 


AA799773 


d 




ESTs, Weakly similar to A37098 gelation 
factor ABP-280, long form - human 
fH.sapiensl 


91 


20811 


AA799899 


ee 




ESTs, Highly similar to R5RT18 ribosomal 
protein L18a, cytosolic [validated] - rat 
[Rnorveqicusl 
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SEQ 
ID 

NO. : 


GLGC 
ID NO. 


GenBahk 
Acc. or 
RefSeq ID 
No. 


Model 
Code 


Known Gene Name 


Unigerie Sequence Cluster Title 


103 


9202 


AA800053 


c 




ESTs, Highly similar to T08775 hypothetical 
protein DKFZp586C1 620.1 - human 
fragment) fH.sapiensl 


105 


23329 


AA800126 


tt 




ESTs, Highly similar to 155595 splicing factor 
- human [H.sapiens] 


115 


22918 


AA800243 


o, p, w, ii, 
rr 




ESTs, Highly similar to CIDAJVIOUSE Cell 
death activator CIDE-A (Celi death-inducing 
DFFA-like effector A) [M.musculus] 


120 


17206 


AA800296 


u 




ESTs, Highly similar to PAP.HUMAN 
Poly(A) polymerase alpha (PAP) 
i Polynucleotide adenylyltransferase alpha) 
H.sapiens] 


136 


17997 


AA800671 


h, p, w, 
General 




ESTs, Moderately similar to A54854 Ras 
GTPase activating protein-related protein - 
human FH.sapiensl 


149 


21379 


AA800738 


H 




ESTs, Highly similar toTI60_HUMAN 60 
kDa Tat interactive protein (HIV-1 Tat 
interactive protein) fH.sapiensl 


155 


19102 


AA800794 


WW 




ESTs, Highly similar to HT2A.HUMAN Zinc- 
finger protein HT2A (72 kDa Tat-interacting 
protein) (Tripartite motif-containing protein 
32) [H. sapiens] 


160 


10320 


AA800855 


k 




ESTs, ESTs, Highly similar to 
MLF2_MOUSE Myeloid leukemia factor 2 
(Myelodysplasia-myeloid leukemia factor 2) 
[M.musculusl 


160 


17775 


AA800855 


cc 




ESTs, Highly similar to MLF2JVIOUSE 
Myeloid leukemia factor 2 (Myelodysplasia- 
myeloid leukemia factor 2) [M.musculusl 


164 


19440 


AA800946 


tl 




EST, Moderately similar to B Chain B, 
Crystal Structure Of The D1d2 Sub-Complex 
From The Human Snrnp Core Domain 
[Ksaoiensl 


170 


21437 


AA801230 


z 




ESTs, Highly similar to hypothetical protein 
MGC19606 [Homo sapiens] [H.sapiens] 


208 


6332 


AA818406 


u 




ESTs, Highly similar to LSM6_HUMAN U6 
snRNA-associated Sm-like protein LSm6 
[H.sapiens] 


232 


5527 


AA819027 


gg.hh 




ESTs; Highly similar to GLYC JvlOUSE 
Serine hydroxymethyltransferase, cytosolic 
(Serine methylase) (Glycine 
hydroxymethyltransferase) (SHMT) ! 
rM.musculus] 


240 . 


7208 


AA819337 


t, mm, qq 




ESTs, Highly similar toT47140 hypothetical 
protein DKFZp761K1115.1 - human 
(fragment) [H.saDiensl 



MSDOCID: <WO 0306S993A2_I_> 



WO 03/065993 



PCT/US03/03482 



54 



[TABLE 1 








Attorney Docket Np. 44921 -511 3WOJ 
Document No. 1926271 .2 
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\cc. or C 
iefSeq ID 
Jo. 


flqdel V 
lode 
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Iriigene Sequence ClusterTitle . J 

v & v :- ' ;/ . A 


241 1 


7024 / 


VA819356 j 




E 
F 


ESTs, Moderately similar to hypothetical I 
)rotein MGC1 5677 [Homo sapiens] 
H.sapiensl 


287 ' 


19412 1 


\A849222 






ESTs, Weakly similar to T46904 hypothetical! 
>rotein DKF^p761 D081 .1 - human 
Ksapiensl 


295 : 


22933 i 


\A849763 \ 


f 


• 

I 


ESTs, Moderately similar to Y1 88_HUMAN I 
Hypothetical protein KIAA01 88 [H.sapiens] 


299 


18876 t 


M849790 


j 




ESTs, Highly similar to hypothetical protein 
FLJ1 1 773 [Homo sapiens! [H.sapiens] | 


301 


14608 


AA849805 


,ss 




ESTs, Highly similar to HLArB associated 
transcript-5; BAT5 protein [Homo sapiens] 
[H.sapiens] ! 


303 


22071 


AA849843 


LIU, WW 

i 




ESTs, Highly similar toT08661 anti-siiencingj 
protein ASF1 homologDKFZp547E2110.1 - 
human [H.sapiensl . j 


331 


14963 


AA851161 


ii 




ESTs, Highly similar to DYNCJUMAN I 
Pynactin complex 50 kDa subunit (50 kDa 
dynein-associated polypeptide) (Dynamitin) 
(DCTN-501 [H.sapiensl s 


333 


12769 


AA851192 


a. cc, ii 




ESTs, Highly similar to T46254 hypothetical 
protein DKFZp761 H171 .1 - human 
[H.sapiensl I 


336 


19187 


AA851230 


General, 
PP 




ESTs, Moderately similar to hypothetical 1 
protein MGC1 1 1 02 [Homo sapiens] { 
[H.sapiensl j 


341 


3833 


AA851255 


ss 




ESTs, Highly similar to T14743 hypothetical I 
protein DKFZp586F1 524.1 - human j 
(fraqment) [H.sapiensl 


347 


11221 


AA851352 


II 




ESTs, Highly similar to A24050 I 
ribonucleoside-diphosphate reductase (EC 
1 .17.4.11 chain M1 - mouse [M.musculusl j 


lo57 




AA851785 


General 




ESTs, Highly similar to eukaryotic 
translation initiation factor 3, subunit 8 j 
(1 1 0kDl [Homo sapiensl [H.sapiensl 


363 


16409 


AA852027 


PP 




ESTs, Weakly similar to DIA1JHUMAN J 
Diaphanous protein homolog 1 (DiaphanousJ 
related formin 1) (DRF1) [H.sapiens] 


368 


10517 


AA858600 


nn 




ESTs, Highly similar to I54388 LZTR-1 - j 
human [H.sapiens] 


392 


15148 


AA859325 


w 




ESTs, Highly similar to hypothetical protein j 
MGC141 51 [Homo sapiensl [H.sapiens] 


403 


23340 


AA859519 


ii 




ESTs, Highly similar to JC6127 RNA-binding 
protein type 1 - human [H.sapiensl 


403 


23341 


AA859519 


bb 




ESTs, Highly similar to JC6127 RNA-binding I 
protein type 1 - human [H.sapiensl I 
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Ulodel I 
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Jnigene Sequence Cluster Title 


423 


19486 < 


4A859870 


, nn 




ESTs, Weakly similar to Y063JWMAN 
Hypothetical protein KIAA0063 (HA1234) 
[H.sapiensl 


436 


23346 


AA859983 


c 




ESTs, Weakly similar to T50607 hypothetical 
protein DKFZp434H016.1 - human 
(fragment) [H.sapiensl 


440 


23347 


AA860015 


c 




ESTs, Weakly similar to T50607 hypothetical 
protein DKFZp434l1 016.1 - human 
(fraqment) fH.sapiens1 


462 


16042 


AA874827 


cc 




ESTs, Weakly similar to Y008J4UMAN 
Hypothetical protein KIAA0008 [H.sapiens] 


463 


15182 


AA874832 


ff 




ESTs, Moderately similar to anaphase- 
promoting complex subunit 5 [Homo 
sapiensl [H.sapiensl 


469 


15115 


AA874928 






ESTs, Highly similar to SNX4_HUMAN 
Sorting nexin 4 [H.sapiens] 


474 


16215 


AA874999 






ESTs, Highly similar to protein translocation 
complex beta; protein transport protein 
SEC61 beta subunit [Homo sapiens] 
[H.sapiensl I 


493 


7875 


AA875127 


X 




ESTs, Highly similar to cell division cycle 2- 
like 5, isoform 1; cholinesterase-related cell 
division controller; CDC2-related protein 
kinase 5 [Homo sapiensl [H.sapiens] 


498 


15371 


AA875205 


XX 




ESTs, Highly similar to IF39_HUMAN 
Eukaryotic translation initiation factor 3 
subunit 9 (eiF-3 eta) (elF3 p116) (e)F3 
P110HH .sapiens] 


498 


15372 


AA875205 


y, General, 
gg, hh, II 




ESTs, Highly similar to 1F39.HUMAN 
Eukaryotic translation initiation factor 3 
subunit 9 (elF-3 eta) (eIF3 p1 16) (elF3 
p110) [H.sapiensl 


505 


15410 


AA875268 


r 




ESTs, Highly similar to NUKMJHUMAN 
NADH-ubiquinone oxidoreductase 20 kDa 
subunit, mitochondrial precursor (Complex l- 
20KD) (CI-20KD) (PSST subunit) 
fH.saoiensl 


513 


17314 


AA875509 


r 




ESTs, Moderately similar to S15349 mdm2 
protein - mouse [M.musculus] 


522 


11889 


AA875641 


k 




ESTs, Highly similar to A Chain A, The Sh3 
Domain Of Eps8 Exists As A Novel 
Intertwined Dimer [M.musculusl 


523 


18152 


AA875661 


X 




ESTs, Highly similar to S58284 BCL7B 
protein - human [H.sapiens] 


537 


16037 


AA891441 


j 




ESTs, Moderately similar to MPL3__RAT 
Microtubule-associated proteins 1A/1B light 
chain 3 (MAP1A/MAP1B LC3) 
[R.norveaicusl 
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lodel K 
ode 


[nown Gene Name i, I 


Inigene Sequence Cluster Title 


540 2 


11952 / 


»A891537 ti 




E 

c 


ESTs, Weakly similar to protein predicted by 
tone 23733 [Homo sapiens] [H.sapiens] 


561 1 


7271 ; 






E 


ESTs, Moderately similar to hypothetical 
>rotein MGC4308 [Homo sapiens] 
Rsapiens] 


566 ' 


11966 J 




V 


• 


ESTs, Weakly similar to F22G12,5.p 
Caenorhabditis elegans] [C.elegans], ESTs, 
Weakly similar to IPYRJ-iUMAN Inorganic . 
>yrophosphatase (Pyrophosphate phospho- 
lydrolase) (PPase) [Ksapiens] 


579 


17779 


AA891914 i 


w 




ESTs, Moderately similar to A47488 
aminoacylase (EC 3.5.1.14) - human 
[H.sapiensl 


582 


23862 


AA891933 


g 




ESTs, Moderately similar to A Chain A, 
Crvstal Structure Of SmacDIABLO 
[H.sapiens] 


605 


8317 


AA892234 


b, s, z, 
General 




ESTs, Moderately similar to microsomal 
glutathione S-transferase 3; microsomal 
glutathione S-transferase 111 [Homo sapiens] 
[H sapiens] 


609 


22903 


M892250 


h,q, dd 




ESTs, Highly similar to SYK_HUMAN Lysyl- 
tRN A synthetase (Lysine-tRNA ligase) 
(LvsRS) IH.sapiensl 


616 


4373 




v 




ESTs, Highly similar to T08783 hypothetical 
protein DKFZp586O0120.1 - human 
(fraqment) f H.sapiens] 


617 


17405 


AA892313 


ii, nr 




ESTs, Moderately similar to beta-tubulin 
cofactor E [Homo sapiens] [H.sapiens] 


630 


16469 


AA892462 


j, mm 




ESTs, Moderately similar to UCRY.HUMAN 
Ubiquinol-cytochrome C reductase complex 
6.4 kDa protein (Complex HI subunit XI) 
fH.sapiensl 


637 


11994 




jh 




ESTs, Moderately similar to S63540 protein 
DS 1, 24K - human [H.sapiens] 


Of O 


ZZO/ L 


AAftQ9R5Q 


n rr 




ESTs, Weakly similar to PL01_RAT 
Procollagen-lysine,2-oxoglutarate 5- . 
dioxygenase 1 precursor (Lysyl hydroxylase 
1WLH1) [R.norveaicusl 


686 


3439 


AA893000 


O 




ESTs, Moderately similar to T00335 
hypothetical protein KIAA0564 - human 
(fraqment) [H.sapiensl 


694 


13856 


AA893183 


gg, hh 




ESTs, Weakly similar to S57447 HPBRII-7 
protein - human [H.sapiens] 


694 


13857 


AA893183 


bb 




ESTs, Weakly similar to S57447 HPBRII-7 
protein - human fH.sapiensl 
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699 


3877 


AA893224 


d 




ESTs, Highly similar to UBPJ_HUMAN 
Ubiquitin carboxyl-terminal hydrolase 19 
(Ubiquitin thiolesterase 19) (Ubiquitin- 
specific processing protease 19) 
fDeubiauitinatina enzvme 19) FH.saDiensl 


702 


3879 


AA893237 


t,cc,xx 




ESTs, Moderately similar to hypothetical 
protein MBC3205 [Homo sapiens] 
fH.sapiensl 


728 


19411 


AA893667 


r 




ESTs, Weakly similar toT46904 hypothetical 
protein DKFZp761D081.1 - human 
H.sapiensl 


731 


24185 


AA893708 


y 




ESTs, Highly similar to T00333 hypothetical 
protein KIAA0560 - human [H.sapiensl 


732 


17858 


AA893741 


c, d, oo 




ESTs, Moderately similar to T46305 
hypothetical protein DKFZp434D1411.1 - 
human (fragment) [H.sapiensl 


772 


22490 


AA899289 


ii 




ESTs, Moderately similar to KIAA1049 
protein [Homo sapiens] [H.sapiens] 


775 


4636 


AA899491 


m 




ESTs ( Highly similar to SYW_MOUSE 
Tryptophanyl-tRNA synthetase (Tryptophan- 
tRNA ligase) (TrpRS) [M.muscuius] 


785 


21213 


AA899991 


f, General 




ESTs, ESTs, Highly similar to T46254 
hypothetical protein DKFZp761H171.1 - 
human [H.sapiensl 


786 


15373 


AA900018 


X 




ESTs, Highly similar to IF39JHUMAN 
Eukaryotic translation initiation factor 3 
subunit 9 (elF-3 eta) (elF3 p116) (elF3 
Dl10)fH.saoiensl 


797 


16754 


AA900474 


d 




ESTs, Moderately similar to T50619 
hypothetical protein DKFZp762M 136.1 - 
human (fragment) [H.sapiensl 


810 


12335 


AA901065 


k, cc 




ESTs, Highly similar to T17225 hypothetical 
protein DKFZp564C246,1 - human 
fH.sapiensl 


816 


17096 


AA901343 


9 




ESTs, Moderately similar to suppressor of 
G2 allele of SKP1 [Homo sapiens} 
[H.sapiensl 


823 


12354 


AA923957 


a, k, cc, tt 




ESTs, Weakly similar to UDP-N- 
acteylglucosamine pyrophosphorylase 1; 
AgX; sperm associated antigen 2; UDP-N- 
acteylglucosamine pyrophosphorylase 1; 
Sperm associated antigen 2 [Homo sapiens] 
fH.saoiensl 


830 


4917 


AA924140 


P 




ESTs, Weakly similar to Y193_HUMAN 
Hypothetical protein KIAA01 93 [H.sapiens] 
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JenBank M 
icc.or C 
tefSeqID 
lo. 


lodel f K 
;ode 


[nown Gene Name v I 


Inigene Sequence Cluster Title ;. '■■ 


834 4 


mr p 


<A924261 c 


0 


E 
F 

( 


ISTs, Weakly similar to PRS4J/IOUSE 26S 
>ROTEASE REGULATORY SUBUNIT 4 
P26S4) fR.norvegicusl 


852 e 


)009 / 


\A924737 c 


iq 


E 

\ 
( 


ESTs, Highly similar to T17237 hypothetical 
>rotein DKFZp434P106.1 - human 
fraament) [H.sapiens] 


860 : 


>462 > 


\A924913 < 


i 


I 
I 


ESTs, Moderately similar to T5061 9 
lypothetical protein DKFZp762M136.1 - 
fiuman (fragment) IH.sapiensl 


906 


16468 i 


M926137 


P, t, y,mm 


• 


ESTs, Moderately similar to UCRY_HUMAN 
Ubiquinol-cytochrome C reductase complex 
6.4 kDa protein (Complex III subunitXI) 
rH.saoiensl 


915 


9942 


AA942697 


y 




ESTs, Highly similar to hypothetical protein 
MGC3133 [Homo sapiens] [H.sapiens] 


921 


22102 


AA942845 


m 




ESTs, Weakly similar to Y218.HUMAN 
Putative deoxyribonuclease KIAA0218 
[H.sapiensl 


931 


21993 


AA943149 


t,ff 




ESTs, Weakly similar to T00084 hypothetical 
protein KIAA051 2 - human [H.sapiens] 






AA943610 


s 




ESTs, Highly similar to T08795 hypothetical 
protein DKFZp586J1 822.1 - human 
(fraqmenft rH.saDiensl 


968 


17948 


AA944581 


f 




ESTs, Moderately similar to A57088 
nucleoporin-like protein Rab - human 
[H.sapiensl 


969 


22471 


AA944617 


bb 




ESTs, Highly similar to CU02_HUMAN 
Protein C21orf2 (C21orf-HUMF09G8.5) 
(YF5/A2) [H.sapiensl 


[972 


22492 


AA944741 


dd 




ESTs, Moderately similar to KIAA1049 
protein [Homo sapiens] [H.sapiens] 


980 


23423 


AA944912 


dd 




ESTs, Moderately similar to ERC6_HUMAN 
Excision repair protein ERCC-6 (Cockayne 
syndrome protein CSB) [H.sapiens] 


1007 


22636 


AA945724 


V 




ESTs, Weakly similar to T12543 hypothetical 
protein DKFZp434M154.1 - human 
(fraqment) rH.saDiensl 


1009 


9657 


AA945739 


e 




cqTc MrtHoratoU/ cimilar tn Y^Ql HUMAN 
to 1 s, ivioueraieiy oiniuai iu 1 0*7 i_j nuiv.A\M 

Hypothetical protein KIAA0391 [H.sapiens] 


1011 


21334 


AA945753 


PP 




ESTs, Moderately similar to ANM2_HUMAN 
Protein arginine N-methyltransferase 2 
(H.sapiensl 


1034 


21410 


AA946408 


c 




ESTs, Moderately similar to MCA3_HUMAN 
Multisynthetase complex auxiliary 
component d1 8 [H.sapiensl 
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1038 


18383 


AA946421 


m 




ESTs, Highly similar to S59641 transcription 
factor TFEB - mouse (fragment) 
[M.musculiisl 


1054 


17191 


AA955382 


c 




ESTs, Highly similar to T46457 hypothetical 
protein DKFZp434L032.1 - human 
(fragment) [H.sapiensl 


1062 


23278 


M955553 


1 




ESTs, Moderately similar to hypothetical 
protein IMAGE3455200 [Homo sapiens] 
[H.sapiensl 


1064 


23637 


AA955587 


PP 




ESTs, Highly similar to A45142 cleavage 
stimulation factor 50K chain - human 
[H.sapiensl 


1080 


24046 


AA956185 


e 




ESTs, Moderately similar to COQ6_HUMAN 
Putative ubiquinone biosynthesis 
monooxgenase COQ6 (CGI-10) [H.sapiens] 


1085 


18669 


AA956453 


w 




ESTs, Highly similar to OBRG_MOUSE 
Leptin receptor gene-related protein (OB-R 
gene related protein) (OB-RGRP) 
[M.musculusl 


1087 


23800 


M956534 


i 




ESTs, Weakly similar to RNG1_HUMAN 
Polycomb complex protein RING1 (RNF1) 
[H.sapiensl 


1089 


23852 


AA956746 


p 




ESTs, Highly similar to CHD4_HUMAN 
Chromodomain helicase-DNA-binding 
protein 4 (CHD-4) (Mi-2 autoantigen 218 
kDa protein) (Mi2-beta) [H.sapiensl 


1104 


18413 


AA957763 


ff 




ESTs, Highly similar to UBPJJHUMAN 
Ubiquitin carboxyl-terminal hydrolase 19 
(Ubiquitin thioiesterase 19) (Ubiquitin- 
specific processing protease 19) 
(Deubiauitinatina enzvme 19) FH.sapiensl 


1111 


15183 


AA963036 


1 




ESTs, Moderately similar to anaphase- 
promoting complex subunit 5 [Homo 
sapiensl [H.sapiensl 


1112 


5952 


AA963102 


r 


amino acid transporter system 
A2 


amino acid transporter system A2 " 


1125 


2270 


AA964116 


s 




ESTs, Moderately similar to tripartite motif- 
containing 37; RING-B-box-cotled-coii 
protein; MUL protein; Mulibrey nanism 
[Homo sapiens! [H.sapiensl 


1136 


24166 


M964630 


d, n 




ESTs, Moderately similar to T02345 
hypothetical protein KIAA0324 - human 
(fragment) [H.sapiensl 


1153 


2583 


AA965166 


u, mm 




ESTs, Moderately similar to IPYRJ-1UMAN 
Inorganic pyrophosphatase (Pyrophosphate 
phospho-hydrolase) (PPase) [H.sapiens] 
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1161 : 


>809 J 


\A996471 f 


> 




ESTs, Moderately similar to JM11 protein 
Homo sapiensl [H .sapiens] 


1167 


11928 i 


W996829 ( 




1 
I 


ESTs, Moderately similar to T46305 
lypothetical protein DKFZp434D1411.1 - 
uiman (fraqment) fH.sapiensl 


1207 


3367 i 


^998110 3 


<x 


1 


zSTs, Weakly similar to YCE3_HUMAN 
Hypothetical protein CGI-143 fhisapiens] 


1208 


12628 


AA998123 < 


General 




ESTs, Moderately similar to JC5707 HYA22 
Drotein - human [H.sapiens] 


1219 


26118 


AA998471 


d 




ESTs, Highly similar to I49668 binding 
protein - mouse [M.musculusl 


1223 


23648 . 


AA998547 


mm 




_. — — . it'll * *f J X AM 1 11 tkltkl . 1 

ESTs, Highly similar to Y144JHUMAN 
Hypothetical protein KIAA0144 [H.sapiens] 


1225 


26120 


AA998619 


s 




ESTs, Weakly similar to T51776 dolichyl- 
phosphate beta-glucosyltransferase (EC 
2.4.1 .1 1 7) [imported! - human fH.sapiensl 


1231 


3660 


AA998833 






ESTs, Weakly similar to T46908 hypothetical 
protein DKFZp761G2423.1 - human 
fH.sapiensl 


1235 


2526 


M998979 


bb 




ESTs, Moderately similar to T00051 
hypothetical protein KIAA0404 - human 
(fraqment) fH.sapiensl 


1238 


3710 


AA999064 


s,t 




ESTs, Highly similar to T47142 hypothetical 
protein DKFZp761 P0724.1 - human 
(fraqment) fH.sapiensl 


1254 


23417 


AB022209 


1, General, 
kk 


ribonucleoprotein F 


ribonucleoprotein F 


1272 


13464 


AF047707 


f, ss 


UDP-gIucose:ceramide 
alvcosvltransferase 


UDP-glucose:ceramide glycosyltransferase 


1303 


17359 


AI007981 


mm 




ESTs, Moderately similar to UCRX_HUMAN 
Ubiquinol-cytochrome C reductase complex 
7.2 kDa protein (Cytochrome C1, nonheme 7 
kDa protein) (Complex Hi subunit X) (7.2 
kDa cytochrome d-associated protein 
subunit) (HSPC1 19) [H.sapiens] 


1325 


22801 


AI009197 


a 




ESTs, Moderately similar to hypothetical 
protein IMAGE3455200 [Homo sapiens] 
fH.sapiensl 


1332 


16956 


AI009390 


ee 




ESTs, Moderately similar to NIPM_HUMAN 
NADH-ubiquinone oxidoreductase 15 kDa 
subunit (Complex 1-15 kDa) (CMS kDa) 
fH.saDiensl 


1337 


11322 


AI009492 


j 




ESTs, Highly similar to hypothetical protein 
fHomo sapiens] [H.sapiens] 



03065993A2J > 



WO 03/065993 
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SEQ ( 
ID I 
NO. 


3LGC ( 
D NO. i 


jenBank 
tec. or 1 
RefSeq ID 
No. 


Vlodel . I 
Zode 


Known Gene Name;' 


Jnlgene Sequence Cluster Title s u 


1363 


3047 


M010100 






ESTs, Highly similar to vacuolar protein 
sorting 18 (yeast), isoform 1; vacuolar 
protein sorting protein 18 [Homo sapiens] 
rH.saDiensl 


1402 


23768 


AI011709 


ii 




ESTs, Moderately similar to S21977 Pm5 
protein - human fH.sapiens] 


1406 


18684 


AI011812 


PP 




ESTs, Highly similar to T12468 hypothetical 
protein DKFZp5640123.1 - human 
H.sapiensl 


1432 


5528 


AI012631 


bb, qq 




Rattus norvegicus mRNA for Vps54-!ike 
protein 


1433 


12475 


AI012632 


c 




ESTs, Weakly similar to hypothetical protein 
FU14775 [Homo sapiens] [H.sapiens] 


1439 


9386 


AI012785 


c 




ESTs, Weakly similar to T47142 hypothetical 
protein DKFZp761P0724.1 - human 
(fraqment) [H.sapiensl 


1443 


2937 


AI012951 


PP 




ESTs, Moderately similar to PEXD_HUMAN 
Peroxisomal membrane protein PEX13 
(Peroxin-13) [H.sapiensl 


1455 


11969 


AI013273 


IT 




ESTs, Highly similar to B27496 proteinase J 
inhibitor nexin 1 precursor -rat (fragment) 
FR.norvegicusl 


1460 


12794 


AI013442 


ee 




ESTs, Highly similar to T12539 hypothetical 
protein DKFZp434J154.1 - human 
[H.sapiensl 


1461 


23444 


AIU1 o44o 


IT 




to J s, nigniy similar io cnrorTiasome 
open reading frame 30; HSPC274 protein 
[Homo sapiens] [H.sapiensl 


1463 


12795 


AI013482 


y 




ESTs, Highly similar to T17303 hypothetical 
protein DKFZp566F2124.1 - human 
(fragment) [H.sapiensl 


1486 


2909 


AIOIjwd 


m 




to I s, weaKiy similar io ao^oo i oxysieroi- 
binding protein - human [H.sapiens] 


1494 


15247 


AI014169 


o, ii, II, pp, 

XX 


upregulated by 1,25- 
dihydroxyvitamin D-3 


upregulated by 1,25-dihydroxyvitamin D-3 


1504 


7420 


AI029291 


I 




ESTs, Highly similar to CLPXJVIOUSE ATP- 
dependent CLP protease ATP-binding 
subunit ClpX-like, mitochondrial precursor 
[M.musculusl 


1508 


7451 


AI029450 


I, z, 

General 




ESTs, Moderately similar to SYEP.HUMAN 
Bifunctional aminoacyl-tRNA synthetase 
[Includes: Glutamyl-tRNA synthetase 
(Glutamate-tRNA ligase); Prolyl-tRNA 
synthetase (Proline-tRNA ligase)] 
rH.saoiensl 
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SEQ C 
ID ! 
NO. 


5LGC C 
D NO. > 
f 
1 


BenBank I 
\cc. or C 
tefSeq ID 
4o. 


/lodel Y 
iode 


Cnown Gene Name : , I 


Jnigene Sequence Cluster Title 


1550 f 


>346 > 


M043601 c 


]g> hh 


E 
1 


ESTs, Weakly similar to T08680 hypothetical 
)rotein DKFZp564P0622.1 - human 
fraament) fH.sapiensI 


1583 " 


M36 i 


M044604 5 


5 




ESTs, Weakly similar to T12528 hypothetical 
protein DKFZp434N093.1 - human 
fraqment) FH.sapiensI 


1585 ! 


5556 j 


M044638 i 


i i 




ESTs, Moderately similar to Y1 27_HUMAN 
Hypothetical protein KIAA0127 [Rsapiens] 


1603 


5715 


AI045158 


\j 




ESTs, Moderately similar to hypothetical 
protein MGC4675 [Homo sapiens] 
fH.sapiensI 


1605 


11763 


AI045196 


tt 




ESTs, Weakly similar to A47328 natural 
killer cell tumor-recognition protein - human 
Rsapiensl 


1613 


6609 


AI045458 


ii.tt 




ESTs, Highly similar to I55595 splicing factor 
- human (H.sapiens] 


1623 


6808 


AI045600 


a 




ESTs, Highly similar to S30034 translocating 
chain-associating membrane protein - 
human fH.sapiensI 


1631 


5866 


AI045751 


y 




ESTs, Moderately similar to SYNJHUMAN 
Asparaginyl-tRNA synthetase, cytoplasmic 
(Asparagine-tRNA ligase) (AsnRS) 
[H.saDiensl 


1650 


10080 


AI058639 


General 




EST, Weakly similar to PRTZJ4UMAN 
Vitamin K-dependent protein Z precursor 
[H.sapiens] 


1700 


8496 


AI059974 


tt 




ESTs, Moderately similar to T17285 
hypothetical protein DKFZp434N0535.1 - 
human (fragment) fH.sapiensI 


1703 


8132 


AI060050 


P.bb 




ESTs, Highly similar to NGP1.HUMAN 
Autoantiqen NGP-1 [H.sapiens] 


1706 


10304 


AI060149 


b 




ESTs, Weakly similar to T48687 hypothetical 
protein DKFZp761 G1 923.1 - human 
(fraqment) fH.sapiensI 


1710 


4337 


AI060281 


II 




ESTs, Weakly similar to T50633 hypothetical 
protein DKFZp762F1811.1 - human 

ill dV-JlllcML/ in.oafJIci loj 


1742 


11596 


AI071194 


PP 




ESTs, Weakly similar to S16506 hypothetical 
protein - human [H.sapiens] 


1749 


9615 


AI071289 


U 




ESTs, Highly similar to Y779_HUMAN 
Hypothetical protein KIAA0779 [H.sapiens] 


1761 


9259 


AI071606 


q 




ESTs, Highly similar to UBP1 _HUMAN 
Ubiquitin carboxyl-terminal hydrolase 1 
(Ubiquitin thiolesterase 1) (Ubiquitin-specific 
processing protease 1) (Deubiquitinating 
enzyme 1) (hUBP) tH.sapiens] 
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SEQ ( 
ID I 
NO. 


3LGC ( 
DNO. 1 
1 
1 


SenBank r 
Vector ( 
tefSeq ID 


rtodel > v ; I 
2ode 


(novyn Gene Name I 


Jnlgene Sequence Cluster Title . 


1773 ' 


17673 i 


M071895 l 


i 


I 
I 


zoi, moasraieiy similar 10 \oooot uwnjr^wts 
Ending protein - human (fragment) 
Rsapiensl 


1775 


3665 i 


M071965 < 


3e 


■ 


io i s, iviOQeraieiy similar 10 i i / 
hypothetical protein DKFZp586K1 924.1 - 
human (fragment) [H.sapiens], R.norvegicus 
hsp70.2 mRNA for heat shock protein 70 


1840 


16814 


AI1 01462 






ESTs, Highly similar to cisplatin resistance 
related protein CRR9p [Homo sapiens] 
rH.sapiensl 


1869 


2972 


AI102606 


ss 




ESTs, Moderately similar to NADH 
dehydrogenase (ubiquinone) 1 alpha 
subcomplex, 10 (42kD) [Homo sapiens] 
[H.sapiens! 


1871 




AI102643 


a, aa, rr 




ESTs, Moderately similar to 2105233A 
transcription factor lSGF3gamma [Mus 
musculus] fM.musculusl 


1912 


3940 


AI103718 


qq 




ESTs, Highly similar to I39383 angio- 
associated migratory cell protein - human 
[H.sapiens] 


lyo/ 


loos!) 


AI104388 


nn 


hool oKrvr^l/ QTUn nrntoin 1 

ileal shock £l KU jJlUlcJH 1 


heat shock 27kD protein 1 | 


1953 


22957 


Ai1 04897 


u, w 




ESTs, Moderately similar to MEA6_HUMAN 
Meningioma-expressed antigen 6/11 (MEA6) 
(MEA11) [H.sapiens] 


1955 


24375 


AM 04979 


q, z t dd, ee 




ESTs, Moderately similar to EBNA1 binding 
protein 2; nucleolar protein p40; homolog of 
yeast EBNA1 -binding protein; nuclear FGF3 
binding protein; EBNA1-binding protein 2 

FHnmn ^anipn^l FH ^Pnipn^l 

[nun iKj oajjioiijj i.oapiciioj 


1975 


18466 


AI1 11828 


00 




ESTs, Highly similar to Y1 96_HUMAN 
Hypothetical protein KIAA0196 [H.sapiens] 


1976 


11339 


AI111 840 


jj 




ESTs, Moderately similar to PMVKHUMAN 
PHOSPHOMEVALONATE KINASE 
(PMKASE) [H.sapiens] 


2008 


15196 


AH ^6610 


ee 




ESTs, Highly similar to RRP5_HUMAN 
RRP5 protein homolog (Fragment) 
|H.sapiensl 


2017 


6552 


AI137062 


d 




ESTs, Highly similar to OM07.HUMAN 
Probable mitochondrial import receptor 
subunitTOM7 homolog (Translocase of 
outer membrane 7 kDa subunit homolog) 
f Protein AD-014^ fH.saDiensl 
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SEQ C 
ID I 
NO. 


3LGC C 
D NO. / 
F 
I 


SenBahH ft 
tec. or C 
tefSeq ID 
lo. 


flodel V 
ipde 


[riown Gene Name ' t 


Inigene Sequence' Cluster Title ^ 


2032 1 


'414 / 


U137586 r 
( 


»i p, z, 
Seneral 


I 
I 

s 


ESTs, Highly similar to IMB3_HUMAN 
mportin beta-3 subunit (Karyopherin beta-3 
»ubunit) (Ran-binding protein 5) [H.sapiens] 


2033 ' 


I4396 i 


M1 37689 J 




1 


*attus norvegicus mRNA for Vps54-like 
)rotein 


2042 ( 


5898 j 


M144623 | 






ESTs, Moderately similar to TRI3_HUMAN 
Thyroid receptor interacting protein 3 (TRIP- 
S' fH.sapiensl 


2051 


12482 i 


M144965 


P 




ESTs, Highly similar to SN24_HUMAN 
Possible global transcription activator 
SNF2L4 (SNF2-beta) (BRG-1 protein) 
Mitotic growth and transcription activator) " 
(Brahma protein homoloa 1^ fH.saoiensl 


2061 


115399 


AI145451 


00 


• 


ESTs, Highly similar to RR41.HUMAN 
Exosome complex exonuclease RRP41 
(Ribosomal RNA processing protein 41) 
[H.saoiensl 


2100 


16727 


AM 69287 


z, General, 
kk 




ESTs, Highly similar to T47146 hypothetical 
protein DKFZp761 C1 69.1 - human 
(fraqmentl fH.sapiensl 


2107 


11550 


A11 69591 


a 




ESTs, Highly similar to S57447 HPBRIl-7 
protein - human IH.sapiens] 


2136 


24048 


AI170570 


qq 




ESTs, Moderately similar to COQ6_HUMAN 
Putative ubiquinone biosynthesis 
monooxgenase COQ6 (CGMO) [H.sapiens] 


2142 


2750 


AI170666 


n, q, dd 




ESTs, Highly similar to ARGRJ-IUMAN 
Arainine-rich protein fH.sapiensl 


2146 


1923 


Al 170754 


r, z, ee 




ESTs, Highly similar to T50836 Yippee 
protein pmported] - human (fragment) 
TH.sapiensl 


2159 


14941 


AH 71 196 


PP 




ESTs, Highly similar to MAN1_HUMAN Inner 
nuclear membrane protein Man1 [H.sapiens] 


2162 


5953 


AI171231 


r, y, z, tt 


amino acid transporter system 
A2 


amino acid transporter system A2 


2166 


11518 


AI171272 


e 




ESTs, Highly similar to similar to S. 
cerevisiae RER1 [Homo sapiens] 
fH.sapiensl ; 


2178 


17746 


AI171615 


ss. 




ESTs, Moderately similar to 139166 cellular 
apoptosis susceptibility protein CAS - human 
fH.sapiensl 


2192 


6085 


AI171990 


WW 




ESTs, Highly similar to T50620 hypothetical 
protein DKFZp762M186.1 - human 
(fraqment) fH.sapiensl 


2194 


22876 


AI172041 


r, w, z, ee 




ESTs, Moderately similar to CGD7_HUMAN 
Protein CGI-137 (Protein AD-004) 
fH.sapiensl 
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SEQ I 

ID 

NO. 


3LGC 
DNO. 


GenBank . v 
Acc. or v . 
RefSeq ID - 
No. 


Model ' I 
Code 


<hown Gene Name 


Unigene Sequence Cluster Title 


2199 


6057 


AI172102 


dd 




ESTs, Highly similar to STXHHUMAN 
Syntaxin 18 [H.sapiens] 


2205 


11416 


AI172185 






ESTs, Highly similar to mitochondrial 
ribosomal protein L49; chromosome 11 open 
reading frame 4 [Homo sapiens] [H.sapiens] 


2213 


11525 


AH 72286 


P 




ESTs, Moderately similar to LPRC_HUMAN 
130 kDa leucine-rich protein (LRP 130) 
X3P130) (Leucine-rich PPR-motif containing 
protein) [H.saoiensl 


2229 


7740 


AI175011 


w ! 




ESTs, Moderately similar to COF1_RAT 
COFILIN, NON-MUSCLE ISOFORM 
[R.norveqicusl 


2236 


6454 


AI175342 


p,kk 




ESTs, Weakly similar to T31067 BIR repeat 
containing ubiquitin-conjugating enzyme 
BRUCE - mouse |M.musculus1 


2242 


18562 


AI175515 


s 




ESTs, Moderately similar to PRTPJWOUSE 
Lysosomal protective protein precursor 
(Cathepsin A) (Carboxypeptidase C) (M054) 
[M.musculus] 


2257 


1587 


AI176063 

> 


ii 




Rat general mitochondrial matrix processing 
protease (MPP) mRNA, 3' end 


2261 


7711 


AI176125 


e 




ESTs, Moderately similar to T14773 
hypothetical protein DKFZp564B0482.1 - 
human IH.sapiens] 


2268 


12999 


AI176276 


General 




ESTs, Highly similar to UAP1_HUMAN UDP- 
N-acetylhexosamine pyrophosphorylase 
(Antigen X) (AGX) (Sperm-associated 
antigen 2) [Includes: UDP-N- 
acetylgalactosamine pyrophosphorylase 
(AGX-1); UDP-N-acetylglucosamine 
pyrophosphorylase (AGX-2)] [H.sapiens] 


2277 


17920 


AM 76422 


n, kk, pp 




ESTs, Highly similar to S41 1 15 probable 
flavoprotein-ubiquinone oxidoreductase (EC 
1.6.5.-) - human [H.sapiensl 


2277 


17921 


AI176422 


p, kk 




ESTs, Highly similar to S41115 probable 
flavoprotein-ubiquinone oxidoreductase (EC 
1.6.5.-) - human [H.sapiensl 


2282 


13678 


AI176490 


u 




ESTs, VVeakly similar to T00065 hypothetical 
protein KIAA0442 - human (fragment) 
IH.sapiensl 


2290 


3619 


AI1 76588 


w 




ESTs, Weakly similar to tumor protein p53- 
binding protein; topoisomerase 1 binding 
protein [Homo sapiens! IH.sapiensl 


2314 


4190 


AI177016 


z, ee 




ESTs, Highly similar to LSM8.HUMAN U6 
snRNA-associated Sm-like protein LSm8 
[H.sapiensl 
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SEQ ( 
ID 1 
NO. 


5LGC ( 

D no. ; 

F 
I 


SenBank l\ 
Kcc. or C 
tefSeqID 

4b.. 


ilodel \ 
iode 


Cnown Gene Name : I 


Jnigene Sequence- Cluster Title : 


2328 : 


>3162 / 


VI177353 £ 


J, q, x, dd 


E 
c 
f 


ESTs, Highly similar to A47220 
Jermatopontin precursor - human 
H.sapiensl 


2338 ( 


3315 1 


\I177645 t 


)b 


i 


ESTs, Weakly similar to S69890 mitogen 
nducible aene miq-2 - human (H.sapiensl 


2357 


16739 i 


M178151 ( 


X 


1 
1 


ESTs, Highly similar to T46366 hypothetical 
Drotein DKFZp434C0118.1 - human 
TraqmenO [H.sapiensl 


2360 


23248 i 


AI1 78267 


M.P. q, 
General, 
dd 


. 


ESTs, Weakly similar to JC7185 
chromosome 1 C1orf9 protein - human 
[H.sapiensl 


2371 


8418 


AI178566 


u 




ESTs, Highly similar to T00260 hypothetical 
protein KIAA0605 - human [H.sapiensl 


2374 


23456 


AI178665 


P 




ESTs, Moderately similar to T08719 
hypothetical protein DKFZp566B183.1 - 
human fH.sapiensl 


2375 


11374 


A11 78672 


k 




ESTs, Weakly similar to G01614 zinc finger 
protein 127 - human fH.sapiensl 


2391 


1924 


AI178902 


r,z 




ESTs, Highly similar to T50836 Yippee 
protein pmported] - human (fragment) 
fH.sapiensl 


2400 


4587 


AI179092 


ff 




ESTs, Moderately similar to RL22_RAT 60S 
RIBOSOMAL PROTEIN L22 [R.norvegicus] 


2402 


13055 


AI179100 


General, jj 




ESTs, Highly similar to CN01_HUMAN 
Protein C14orf1 (HSPC288) (Protein AO 
011)(x0006) fH.sapiensl 


2404 


21631 


AI179125 


s 




ESTs, Highly similar to eukaryotic I 
translation initiation factor 3, subunit 3 
(gamma, 40kD) [Homo sapiens! [H.sapiens] 


2406 


17358 


AI1 79147 


b, ii, pp 




ESTs, Highly similar to B Chain B, Three- 
dimensional Structure Of Human Electron 
Transfer Flavoprotein To 2.1 A Resolution 
fH.saoiensl 


2410 


13606 


AI1 79289 






ESTs, Weakly similar to S65464 pregnancy- 
associated plasma protein A precursor - 
human fH.sapiensl 


2438 


23989 


AI179953 


ii, ss 




ESTs, Highly similar to 1604368A gap 
junction protein Cx26 {Rattus norvegicus] 
fR.norveaicusl 


2446 


17365 


AH 80249 


m 




ESTs, Highly similar to colon cancer- 
associated protein Mid [Homo sapiensl 
fH.sapiensl 


2453 


7460 


AI180413 


r 




ESTs, Highly similar to NBRT apolipoprotein 
H precursor - rat [R.norvegicusJ 


2489 


21822 


AI228642 


00 




ESTs, Highly similar to hypothetical protein 
MGC1936 fHomo sapiensl fH.saoiensl 
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nftriimpnt No 1926271 2 


SEQ ( 
ID I 
NO. 


3LGC ( 

D NO; > 

1 
1 


3eriBank 
\cc. or < 
\efSeq ID - 


Vlodel \ 
Zode 


<nown Gene Name - 1 


Jnigene Sequence Cluster title r . : 


2502 : 


23955 i 


\I229178 < 


3 


1 

< 
( 


ESTs, Highly similar to S51635 fibroblast 
growth factor receptor 2b, keratinocyte 
growth factor receptor - rat Rnorveaicusl 


2508 


11527 i 


M229307 


rr, uu 




ESTs, Highly similar to S27958 transcription 

: artnr RTP9 rhain _ human fH canipncil 


2511 


19138 


AI229413 


s 




ESTs, Moderately similar to T00054 

rt\fnnthcktir^l nrrtforn WIAAf\A1^ . human 

lypouieiicai protein iximtvjh iu uui iicui 
fragment) [H.sapiensl 


2513 


23563 


AI229421 


PP 




ESTs, Moderately similar to S78100 MAPK- 
acuvaieu protein tunast? ct .\.-) £. 
mouse (fragment) [M.musculus] 


2523 


2688 


AI229793 


k,s 




ESTs, Weakly similar to hypothetical protein 
FU20010 [Homo sapiens] [H.sapiens] 


2527 


13879 


AI230004 


00 




ESTs, Moderately similar to T00374 
hypothetical protein KIAA0648 - human 
(fraqment) [H.sapiensl 


2528 


4722 


AI230038 


c, II 




ESTs, Moderately similar to T0881 1 
hypothetical protein DKFZp586M1 523.1 - 
human (fraqment) [H.sapiensl 


2535 


4662 


AI230215 


II 




ESTs, Moderately similar to hypothetical 
protein FLJ10468 [Homo sapiens] 
fH.sapiensl 


2536 


15862 


AI230228 


m, n, u 




ESTs, Weakly similar to SERCJiUMAN 
Phosphoserine aminotransferase (PSAT) 
[H.sapiensl 


2555 


24270 


AI230758 


rr 




ESTs, Moderately similar to cargo selection 
protein (mannose 6 phosphate receptor 
binding pr; cargo selection protein (mannose 
6 phosphate receptor binding protein) [Homo 
saDiensI fH.sapiensl 


2557 


8036 


AI230884 


c,tt 




ESTs, Highly similar to HMBA-mduciole 
[Homo sapiens] [H.sapiens] 


2565 


14303 


AI231159 


y 




ESTs, Highly similar to KIAA1049 protein 
[Homo sapiens] [H.sapiens] 


2576 


19271 


AI231566 


f, q. pp, 

WW 




ESTs, Highly similar to MAXJRAT MAX 
protein [R.norvegicus] 


2588 


24501 


AI232006 


m 


translation elongation factor 1- 
delta subunit 


translation elongation factor 1 -delta subunit 


2606 


15122 


Al^o^oU«3 


g, General 
dd 




to i s, vveaKiy similar 10 juooyo zinc linger 
protein KF-1 precursor -mouse 
[M.musculus] 


2619 


14051 


AI232489 


w, z, dd, 
ee 




ESTs, Weakly similar to dual specificity 
phosphatase 11; RNA/RNP complex- 
interacting phosphatase; serine/threopine 
specific protein phosphatase [Homo sapiens] 
fH.sapi<?ns] 
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SEQ ( 
ID I 

NO. ; . 


3LGC ( 
D NO. J 

! 

! 


SenBank P 
\cc. or : ( 
tefSeq lb 
to. 


flodel * 
iode 


(nown Gene Name > I 


Jnigene Sequence Cluster Title ■ =■•'• 


2620 : 


3662 ) 


M232506 ( 


) 


I 
r 


ESTs. Weakly similar to T46908 hypothetical 
irnfpin DKFZd761 G2423 1 - human 
H.sapiensl 


ZOZo 


I 0040 / 


t \IZOZOy4 1 


4 

I 


I 


= STs Weaklv similar to S24C HUMAN 
Protein transport protein Sec24C (SEC24- 
related protein C) IRsapiensl 


2638 


17240 t 


M233054 i 


-nm 




ESTs, Weakly similar to UCRQ_HUMAN 

Ihini linnl-rvtnrhromp Ci rpriiiftfa^e eomnlex 

ubiquinone-binding protein QP-C (Ubiquinol- 
cytochrome C reductase complex 9.5 kDa 
protein) (Complex III subunit VII) [H.sapiens] 


2646 


11507 


AI233222 


ee 




ESTs, Highly similar to hypothetical protein 

IVtOObOUO [iiUIIIU oapicllo] [n.oapiclloj 


2661 


18900 


AI233570 


ee 




ESTs, Highly similar to PSD8_HUMAN 26S 
proteasome non-ATPase regulatory subunit 

Q /ORQ nrntoocnmo rani ilatnrv ciiKnnif 

o ^zoo proiedsunic rtjyuidiuiy ouuuiiiv o iff 
(o31) IH.sapiensl 


2663 


7ooo 


AlZOOOW 


n, KK 




pcTc Hinhlv similar to SYR HUMAN 
ARGINYL-TRNA SYNTHETASE (ARGININE- 
-TRNA LIGASE) (ARGRS) [H.sapiens], 
to i s, iviooeraieiy similar 10 jo4ooo arginif ie 
-tRNA iigase (EC 6.1 .1 .1 9) - human 
H.saDiensl 


2669 


7243 


AI233717 


z, ee 




ESTs, Moderately similar to ERHUAH 
coatomer complex alpha chain homolog - 
human [H.sapiensl 


2670 


17210 


AI233746 


PP 




ESTs, Weakly similar to SC14_HUMAN 
SEC14-like protein 1 [H.sapiens] 


zoyo 


14/40 


Aizo4y iy 


hK mm 




ESTs Moderatelv similar to SYHUQT 
multifunctional aminoacyl-tRNA Iigase - 
human [H.sapiensl 


zoyo 


*JQ7*\ 
OO/ 0 


Aioocn47 


q 




ESTSj Highly similar to S50082 nuclear cap 
binding protein - human [H.sapiens] 


0717 


ZUI4U 


MIZOUUuv 


n 

9 




ESTs, Moderately similar to SYEPJHUMAN 
Bifunctional aminoacyl-tRNA synthetase 
[Includes: Glutamyl-tRNA synthetase 
(Glutamate-tRNA Iigase); Prolyl-tRNA 
synthetase (Proline-tRNA Iigase)] 
fH.sarjiensI 


2722 


24373 


AI235748 


I. y, ee, rr 




ESTs, Moderately similar to Y110_HUMAN 
Hypothetical protein KIAA0110 (HA0666) 
[H.sapiensl 


2725 


14768 


AI235912 


f 




ESTs, Weakly similar to highly charged 
protein [Homo sapiens] [H.sapiensl 


2732 


6976 


AI236072 


qq 




ESTs, Weakly similar to T08680 hypothetical 
protein DKFZp564P0622.1 - human 
(fragment) rH.saDiensl 
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SEQ I 
ID 

N0 0 


3LGC 
D NiO. 

■ 

■ 


GenBank 
Acc, or 
RefSeq ID 
No. 


Model. 
Code 


Known Gene Name 


Unigene Sequence Cluster Title 


2738 


14879 


AI236200 


ee 




ESTs, Moderately similar to M1 A1JVIOUSE 
Mannosyl-oligosaccharide 1,2-alpha- 
mannosidase IA (Processing alpha-1,2- 
mannosidase IA) (Alpha-1,2-mannosidase 
IA) (Mannosidase alpha class 1 A member 1) 
(Man(9)-alpha-mannosidase) [M.musculus] 


2746 


15398 


AI236566 


s 




ESTs, Moderately similar to T12473 
hypothetical protein DKFZp564G1 762.1 - 
human (fragment) fH.sapiensl 


2748 


23249 


AI236597 


P,ff 




ESTs, Weakly similar to JC7185 
chromosome 1 C1orf9 protein - human 
fH.sapiensl ' 


2781 


21653 


AI237535 


i. qq 


LPS-mduced TNF-alpha factor 


LPS-mduced TNF-alpha factor 


2789 


15248 


AI237654 


nn, xx 


upregulated by 1,25- 
dihydroxyvitamin D-3 


upregulated by 1,25-dihydroxyvitamin D-3 


2832 


18533 


AI639231 


9 




ESTs, Highly similar to T46480 hypothetical 
protein DKFZp434L1 850.1 - human 
(fragment) [H.sapiensl 


2839 


25942 


AI639291 


cc 




ESTs, Weakly similar to S38783 integrin 
alpha chain - rat (fragment) [Rnorvegicus] 


2843 


14606 


AI639342 


d 




ESTs, Highly similar to YS64_HUMAN 
Hypothetical protein S164 [H.sapiens] 


2861 


20468 


AI639494 


m 




ESTs, Weakly similar to G01614 zinc finger 
protein 127 - human [Ksapiens] 


2907 


21864 


H31144 


PP 




ESTs, Moderately similar to 1914275A non- 
receptor Tyr kinase [Homo sapiens] 
fH.sapiensl 


2907 


20456 


H31144 


II. PP 




ESTs, Moderately similar to 1914275A non- 
receptor Tyr kinase [Homo sapiens] 
fH.sapiensl 


2917 


17913 


H31707 


U, 

General, 
dd, uu 




ESTs, Moderately similar to T50621 
hypothetical protein DKFZp762O076.1 - 
human (fragment) fH.sapiensl 


2918 


4360 


H31813 


z, Genera 




ESTs, Moderately similar to T1 4781 
hypothetical protein DKFZp586B1 621.1 - 
human (fragment) fH.sapiensl 


3010 


4224 


M31322 


ff, mm 


sperm membrane protein (YWK- 
II) 


sperm membrane protein (YWK-II) 

i 


3010 


4225 


M31322 


nn, uu 


sperm membrane protein (YWK • rm membrane protein (YWK-II) 
M) 


3020 


1586 


M57728 


oo, pp 




Kat general mitochondrial matrix processing 
protease (MPP) mRNA, 3 l end 


3135 


15174 


NMJM2756 


j, ss 


Insulin-like growth factor 2 
receptor 


Insulin-like growth factor 2 receptor 
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SEQ ( 

id' i 

NO. 


3LGC ( 
D NO. ) 
: 1 
1 


BenBank f 
\cc. or ( 
tefSeq ID 
Mo. 


Sotie ; 


Cnbwn Gene Name I 

' : .J-" : -. ' " "■ £ - 

V ' ; . . •'■ • ■; " 


Jnigene Sequence Cluster Title ; 

■ ■ \f " * ' ." 


3403 4 


20583 1 


MMJ)17306 I 


c, nn 


1 
1 


ESTs, Highly similar to D3D2_RAT 3,2- 
rRANS-ENOYL-COA ISOMERASE, 
MITOCHONDRIAL PRECURSOR 
[DODECENOYL-COA DELTA-ISOMERASE) 
Rnorveaicusl 


3579 


1867 


NMJ22510 




ribosomal protein L4 


ribosomal protein L4 


3713 


1024 


MM„031016 


k 


muscarinic receptor m2 


muscarinic receptor m2 


3725 


1336 


NM_031042 


k 


general transcription factor UF, 
polypeptide 2 (30kD subunit) 


general transcription factor IIF, polypeptide 2 
(30kD subunit) 


^883 


1105 


NML031758 


nn 


somatostatin receptor-like 
protein 


somatostatin receptor-like protein ! 




99Q1Q 


NMJ353556 


UU, WW 


maternal G10 transcript 


maternal G10 transcript 


ACV7A 


90Q^Q 


NWL053884 


1, m, s, 
General, 
bb. aa. uu 


ATPase, vacuolar, 14 kD 


ATPase, vacuolar, 14 kD 


414Q 


AQC\07 
IOU£f 


NM_1 30407 


e 


UDP glycosyltransferase 1 
family, polypeptide A7 


UDP glycosyltransferase 1 family, 
polypeptide A7 






NM_1 30407 


e 


UDP glycosyltransferase 1 
family, polypeptide A7 


UDP glycosyltransferase 1 family, 
polypeptide A7 






NM J 33525 


00 


putative c-Myc-responsive 


putative c-Myc-responsive 


4205 


15655 


NM_1 33621 


nn 


global ischemia induced protein 
GIIG15B 


global ischemia induced protein GIIG15B 


4212 


12719 


NM_1 34373 


1, uu 


Esau 


Esau 


4991 


14RQ7 


NMJ34419 


dd 


protein associating with small 
stress protein PASS1 


protein associating with small stress protein 
PASS1 


4234 


13563 


NNL138530 


m,ff 


MAWD binding protein 


MAWD binding protein 


49*58 

*r£,<JO 


1049 


NMJ38901 


9 


phosphatidylinositol glycan, 
class L 


phosphatidylinositol glycan, class L 




lull V 


NM_1 39087 


u 


cell growth regulatory with EF- 
hand domain 


cell growth regulatory with EF-hand domain 


4980 




NM J 39253 


d 


stem cell derived neuronal 
survival protein precursor 


stem cell derived neuronal survival protein 
precursor 


4284 


7859 


NM_1 39328 


kk 


liver regeneration-related 
protein 


liver regeneration-related protein 


4294 


17277 


NMJ45082 


g 




Rattus norvegicus glycine-, glutamate-, 
thienylcyclohexylpiperidine-binding protein 
mRNA. complete cds 


4297 


6731 


NMJ45096 


c 




Rattus norvegicus small rec (srec) mRNA, 
complete cds 


4310 


6824 


NMJ47138 


11, ss 




Rattus norvegicus SNAP25 interacting 
protein 30 (Sip30) mRNA, complete cds 


4340 


24351 


S74257 


ii, kk, II, wv 




ESTs, Weakly similar to ABD4_MOUSE ATP 
binding cassette, sub-family D, member 4 
(Peroxisomal membrane protein 69) 
(PMP69) (Peroxisomal membrane protein 1- 
like) (PXMP1-L) (P70R) [M.musculus] 



BNSDOCID: <WO 03065993A2_1_> 



WO 03/065993 



PCT/US03/03482 



71 



TABLE ! r-r-:-; - ;.• Attorney Docket No v 44921 -51 13WO 

" :< ,• J Document No. 19262712 


SEQ * 
ID 

NO. :, 


SLGC I 
D NO. i 


SenBank I 
Ace. or . ( 
RefSeq ID 
No. 


Vlodel 
Code 


Known Gene Name 

■' • ■ * 


Unigene Sequence Cluster Title 

". :. • " ■ ' 


4382 


21654 


U53184 


f, i. y. 

General, 
ee 


LPS-induced TNF-alpha factor 


LPS-induced TNF-alpha factor 


4399 


23282 


U90725 


q.ff.tt 


lipoprotein-binding protein 


lipoprotein-binding protein 


4415 


20810 


X14181 


I 




ESTs, Highly similar to R5RT1 8 ribosomal 
protein L18a, cytosolic [validated] - rat 
fR.norveqicus] i 


4420 


7459 


X15551 


a.J.-n.r 




ESTs, Highly similar to NBRT apolipoprotein 
H precursor - rat [R.nbrvegicusJ 


4423 


23987 


X51615 


w, gg, hh 




ESTs, Highly similar to 1604368A gap 
unction protein Cx26 [Rattus norvegicus) 
R.norveqicusl 


4463 


4223 


X77934 


mm 


sperm membrane protein (YWK- 
II) 


sperm membrane protein (YWK-II) 


73 


13683 


AA799788 


s 


HHsicell division cycle 34 


ESTs, Moderately similar to I54552 
hypothetical serine proteinase - rat 
[Rnorvegicusl 


82 


16346 


M799824 


a, e, f, s, 
General, 
kk, oo 


HHsiATPase, H+ transporting, 
lysosomal 42kD, V1 subunit C, 
isoform 1 


ESTs, Highly similar to VATC _MOUSE 
Vacuolar ATP synthase subunit C (V- 
ATPase C subunit) (Vacuolar proton pump C 
subunit) IM.musculusl 


107 


4832 


AA800190 


00 


HHs:phosphorylase, glycogen; 
brain 


ESTs, Highly similar to S37300 glycogen 
phosphorylase (EC 2.4.1.1), brain - rat 
[R.norveqicusl 


1206 


3364 


AA998097 


General 


HHs:selenium donor protein 


ESTs, Moderately similar to SPS2JMOUSE 
Selenide.water dikinase 2 (Selehophbsphate 
synthetase 2) (Selenium donor protein 2) 
rM.musculusl- 


1715 


17506 


AI070068 


n, kk 


HHs:growth arrest and DNA- 
damage-inducible, beta 


ESTs, Weakly similar to 2104282A Gadd45 
gene [Rattus norvegicus] [R.norvegicus] 


1913 


23829 


AM 03754 


h 


HHs:UDP-Gal:betaGlcNAc beta 
1,4- galactosyltransferase, 
polypeptide 2 


ESTs, Weakly similar to glycoprotein 
galactosyltransferase beta 1, 4; beta-1,4- 
GalT; galactosyltransferase 2 beta 1, 4; B- 
1,4-GalT1; beta-1,4-Ga!T1 [Mus musculus] 
FM.musculusl 


1919 


15050 


AI103911 


r 


HHs:ubiquinol-cytochrome c 
reductase, Rieske iron-sulfur . 
polypeptide 1 


ESTs, Highly similar to A32296 ubiquinol- 
cytochrome-c reductase (EC 1,1 0.2.2) 
Rieske iron-sulfur protein precursor - rat 
(fragment) [R.norveaicusl 


1967 


23596 


AI105435 


uu, w 


HHs:glutaryl-Coenzyme A 
dehydrogenase 


ESTs, Highly similar to GCDH.MOUSE 
Glutaryl-CoA dehydrogenase, mitochondrial 
precursor (GCD) [M.musculus] 


2090 


23152 


AI169170 


XX 


HHs:eukaryotic translation 
initiation factor 4A isoform 2 


ESTs, Highly similar to S00985 translation 
initiation factor elF-4A II - mouse 
IM.musculusl 
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SEQ ( 
ID I 
NO. 


3LGC ( 
D NO. / 
F 
1 


BenBank I 
\cc. or ( 
MSeqID 
Mo. 


ylodel 1 
iode 


Cnown Gene Name 1 


Jnigene Sequence Cluster Title 


2979 ' 


13682 1 


-38482 | 


) I 


HHs:cell division cycle 34 


ESTs, Moderately similar to I54552 
lypothetical serine proteinase - rat 
Rnorveqicusl 


13 


1599 i 


*A686470 < 


Seneral 

1 


DNA-damage inducible 
transcript 3 


DNA-damage inducible transcript 3 


13 


1600 


M686470 




DNA-damage inducible 
transcript 3 


DNA-damage inducible transcript 3 


65 


14250 


AA799729 


qq,vv 


Phosphodiesterase 4B, cAMP- 
speclfic (dunce (Drosophila)- 
homolog phosphodiesterase E4) 


ESTs, Phosphodiesterase 4B, cAMP-specific 
dunce (Drosophila)-homolog 
phosphodiesterase E4) 


66 


18060 


AA799735 


c, j.q.x 


RuvB-like protein 1 


RuvB-like protein 1 


66 


18061 


AA799735 


dd, oo 


RuvB-like protein 1 


RuvB-like protein 1 


74 


1680 


AA799792 


90. hh 


Carboxyl ester lipase 


Carboxyl ester lipase 


163 


15852 


AA800942 


g, hh 


Complement component 4 


Complement component 4 


166 


11901 


AA801058 


1, nn 


aldehyde dehydrogenase family 
9, subfamily A1 


aldehyde dehydrogenase family 9, subfamily 
A1 




6054 


AA818658 


WW 


Diphtheria toxin receptor 
heparin binding epidermal 
growth factor - like growth 
factor) 


Diphtheria toxin receptor (heparin binding 
epidermal growth factor - like growth factor) 


217 


4230 


AA818669 


1, ss 


RAB7, member RAS oncogene 
family 


RAB7, member RAS oncogene family ; 


234 


576 


AA819118 


w 


S - adenosylmethionine 
synthetase 


S - adenosylmethionine synthetase 


236 


6018 


M819140 


X 


carbonic anhydrase 3 


carbonic anhydrase 3 


252 


6288 


AA819554 


WW 


brain-specific angiogenesis 
inhibitor 1 -associated protein 2 


brain-specific angiogenesis inhibitor 1- 
associated protein 2 


449 


17742 


AA866302 


ss 


4-hydroxyphenylpyruvic acid 
dioxygenase 


4-hydroxyphenylpyruvic add dioxygenase 


455 


16333 


AA866414 


k 


Solute carrier family 4, member 
1, anion exchange protein 1 
(kidney band 3) 


Solute carrier family 4, member 1 , anion 
exchange protein 1 (kidney band 3) 


484 


1190 


AA875089 


11 


Calpastatin 


Calpastatin 


549 


19321 


AA891666 


t 


melanoma antigen, family D, 1 


melanoma antigen, family D, 1 | 


572 


21674 


AA891828 


jj 


procollagen, type I, alpha 2 


procollagen, type I, alpha 2 


624 


820 


AA892395 


a, s, ss f uu 


Aldolase B, fructose- 
biphosphate 


Aldolase B, fructose-biphosphate 


778 


4661 


AA899709 . 


e 


receptor activity modifying 
protein 3 


receptor activity modifying protein 3 


805 


23038 


AA900881 


t, mm 


branched chain 
aminotransferase 1, cytosolic 


branched chain aminotransferase 1 ; 
cytosolic 


835 


20711 


AA924267 


0 


Cytochrome P450 t subfamily. 
IVB, polypeptide 1 


Cytochrome P450, subfamily IVB, 
polypeptide 1 


869 


23451 


AA925243 


j 


restin (Reed-Steinberg cell- 
espressed intermediate filamen 
associated protein) 


restin (Reed-Steinberg cell-espressed 
t? intermediate filament-associated protein) 
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TABLE 1 








; Attorney Docket No, 44921 -51 1 3WO 
uocumeni no. i^v)&r i.c 


SEQ ( 

lb i 

NO. 


3LGC ( 
D NO. i 
I 
I 


3enBank : r; I 
\cc. or ( 
?efSeqlD 

^0. 


Model , I 
-»pde 


<nown Gene Name 1 


Jpigene Sequence Cluster Title v 


1083 ; 


23700 i 


\A956382 1 


ff i 
< 
I 


^cetyl-CoA acyltransferase, 3- t 
dxo acyl-CoA thiolase A 1, 
peroxisomal 


Acetyl-CoA acyltransferase, 3-oxo acyl-CoA 
thiolase A 1, peroxisomal 


1194 ; 


20712 i 


AA997806 


b,uu 


Cytochrome P450, subfamily 
VB, polypeptide 1 


Cytochrome P450, subfamily IVB, 
polypeptide 1 


1241 


3081 i 


AA999171 


General 


Signal transducer and activator 
of transcription 1 


Signal transducer and activator of 
transcription 1 


1252 


22567 


AB017544 


u, kk 


peroxisomal membrane anchor 
protein 


peroxisomal membrane anchor protein 


1256 


19702 


AF008587 


p 


hemochromatosis 


hemochromatosis 


1271 


22602 


AF044574 


0 


putative peroxisomal 2,4-dienoyl 
CoA reductase 


putative peroxisomal 2,4-dienoyl-CoA 
reductase 


1271 


22603 


AF044574 


o,kk 


putative peroxisomal 2,4-dienoyl 
CoA reductase 


putative peroxisomal 2,4-dienoyl-CoA | 
reductase 


1299 


10108 


AI007857 


b, General, 
dd 


HGF-regulated tyrosine kinase 
substrate 


HGF-regulated tyrosine kinase substrate 


1376 


17524 


A1010568 


ss 


Growth hormone receptor 


Growth hormone receptor 


1428 


24411 


AI012577 


h,z 


Insulin-like growth factor li 
(somatomedin A) 


Insulin-like growth factor II (somatomedin A) 


1454 


1332 


AI013222 


mm 


Platelet-derived growth factor A 
chain 


ESTs, Piatelet-derived growth factor A chain 


1496 


17957 


AI028975 


d 


Adaptor protein complex AP-1 , 
beta 1 subunit 


Adaptor protein complex AP-1 , beta 1 
subunit 


1566 


5648 


AI044035 


ss 


protein phosphatase 4, 
regulatory subunit 1 


protein phosphatase 4, regulatory subunit 1 


1626 


24336 


AI045621 


r 


Myristoylated alahine-rich 
protein kinase C substrate 


Myristoylated alanine-rich protein kinase C 
substrate ! 


1666 


19835 


AI058964 


11 


transporter protein; system N1 
Na+ and H+-coupled glutamine 
transporter 


transporter protein; system N1 Na+ and H+- 
coupled glutamine transporter 


1902 


18679 


AM 03496 


bb 


GDP-dissociation inhibitor 1 


GDP-dissociation inhibitor 1 


2105 


4091 


A1169417 


1, rr.tt 


Phosphoglycerate mutase 1 


Phosphoglycerate mutase 1 


2164 


23465 


AI171243 


WW 


erythrocyte protein band 4.1-like 
3 


erythrocyte protein band 4.1-like 3 


2168 


14960 


AI171319 


gg, hh 


guanine nucleotide binding 
protein (G protein), beta 
polypeptide 2-like 1 


ESTs, Highly similar to SWI/SNF related, 
matrix associated, actin dependent regulator 
of chromatin, subfamily b, member 1; 
integrase interactor 1 [Mus musculus] 
[M.musculus], guanine nucleotide binding 
protein (G protein), beta polypeptide 2-like 1 


2219 


7579 


AI172453 


V 


proteasome (prosome, 
macropain) 26S subunit, non- 
ATPase. 10 


proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 10 


2264 


10182 


AI176185 


tt 


FBJ murine osteosarcoma viral 
(v-fos) oncogene homolog 


FBJ murine osteosarcoma viral (v-fos) 
oncogene homolog 


2299 


16477 


AI1 76701 


ii 


Fatty acid binding protein 3, 
muscle and heart 


Fatty acid binding protein 3, muscle and 
heart 
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SEQ ( 
ID I 
NO. 


3LGC ( 
D NO. i 
I 


3enBank 1 
\cc. or ( 
RefSeq ID 
Mb. 


Wodel I 
:pde 


<nown Gene Name ; I 


Jnigene Sequence Cluster Title 

• : 1 . " . . ' '• ' • 


2306 


17235 i 


M176815 i 


i 


llssue inhibitor of 
■netalloproteinase 3 


rissue inhibitor of metalloproteinase 3 


2330 


14989 "j 


AI1 77366 I 




ntegrin, beta 1 


ntegrin, beta 1 


2347 


13558 i 


AI177901 


k 


Adrenergic receptor beta 1 < 


Adrenergic receptor beta 1 


2348 


15315 i 


A11 77911 


K 


salpactin 1 heavy chain 


calpactin I heavy chain 


2427 


16081 


AI179610 


s.rr 


Heme oxygenase 


Heme oxygenase 


2537 


4280 


AI230247 


c, v, 

Genera! 


selenoprotein P, plasma, 1 


selenoprotein P, plasma, 1 


2546 


1378 . 


AI230602 


m 


Retinoblastoma-reiated gene 


Retinoblastoma-reiated gene 


2561 


18778 


AI230982 


WW 


Eph receptor B2 (ELK-related 
protein tyrosine kinase) 


Eph receptor B2 (ELK-related protein 
tyrosine kinase) 


2570 


24326 


AI231292 


a,l, 

General, 
cc.qq 


Cystatin C (cysteine proteinase 
inhibitor) 


Cystatin C (cysteine proteinase inhibitor) 


2570 


24327 


AI231292 


h, I, IT 


Cystatin C (cysteine proteinase 
inhibitor) 


Cystatin C (cysteine proteinase inhibitor) 


2571 


19288 


AI2313Q5 


e 


Platelet-derived growth factor 
receptor alpha 


Platelet-derived growth factor receptor alpha 


2647 


17907 


AI233224 


t 


Epidermal growth factor 
receptor, formerly avian 
erythroblastic leukemia viral (v- 
erbB) oncogene homolog 
(ErbbD 


Epidermal growth factor receptor, formerly 
avian erythroblastic leukemia viral (v-erbB) 
oncogene homolog (Erbbl) 


2706 


19995 


AI235320 


P.t 


mitochondrial aconitase (nuclear 
aco2 gene) 


mitochondrial aconitase (nuclear aco2 gene) 


2712 


2241 


AI235500 


ss 


cofilin 1, non-muscle 


cofilin 1, non-muscle 


2880 


18686 


D00729 


o, ff, ii 


dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenyme A isomerase) 


Rat mRNA for delta3, delta2-enoyl-CoA 
isomerase, dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyi-Coenyme A 
isomerase) 


2889 


536 


D25290 


g 


Cadherin 6 (K-cadherin) 


Cadherin 6 (K-cadherin) 


2890 


16610 


D28557 


n, General, 
oo, rr 


cold shock domain protein A 


cold shock domain protein A 


2897 


935 


D49434 


bb, ww 


Arylsulfatase B (MPS VI) 


Arylsulfatase B (MPS VI) 


2946 


20429 


J05035 


t, XX 


Steroid-5-alpha-reductase, 
alpha polypeptide 1 (3-oxo-5 
alpha-steroid delta 4- 
dehvdroqenase alpha 1) ' 


Steroid-5-alpha-reductase, alpha 
polypeptide 1 (3-oxo-5 alpha-steroid delta 4- 
dehydrogenase alpha 1) 


2946 


20430 


J05035 


bb, qq 


Steroid-5-alpha-reductase, 
alpha polypeptide 1 (3-oxo-5 
alpha-steroid delta 4- 
dehvdroqenase alpha 1) 


Steroid-5-alpha-reductase, alpha 
polypeptide 1 (3-oxo-5 alpha-steroid delta 4- 
dehydrogenase alpha 1) 


2947 


1247 


J05181 


W 


Glutamylcysteine gamma 
synthetase light chain 


Glutamylcysteine gamma synthetase light 
chain 


2949 


20549 


K01701 


y 


Oxytocin/neurbphysin 


Oxytocin/neurophysin 


2956 


20865 


L00117 


g, w, rr 


Elastase 1 


Elastase 1 


2957 


5616 


L00191 


i 


Rbronectin 1 


Fibronectin 1 


2959 


24425 


L08812 


k 


transcription factor EC 


transcription factor EC 
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lb i 

NU* 


D NO. 

■ 

■ ■ . 

I 


5 en Bank ■ P 
\cc, or ( 
tefSedib 


/lodel J 
2ode 


Cnown Gene Name ' 


Jnigene Sequence Cluster Title 

"■ . ' : " • • '■ -. " ■ 


2974 1 


5073 I 




uruj I 
WW * 


^ATA-hinHinn nrntain A 1 
Jr\ \ M-UKIUll It) |J(t>LclU *t > 


^ATA-hindinn orotein 4 


2975 ' 


I 2058 I 


.25387 t 


I 


Dhosphofructokinase, platelet 1 


ESTs, Highly similar to A53047 6- 
-ihn^nhnfmetokinase (EC 2 7 1 1 11 - rat 
Rnorveqicusl 


2980 I 


3406 


l38615 


/ i 


Glutathione synthetase gene 


Glutathione synthetase gene i 


2985 ! 


21097 


M12112 


S i 


tagiotensinogen 


Angioterisinogen 


2991 


Z0714 


M14972 


M 


Cytochrome P450, subfamily 
IVB, polypeptide 1 


Cytochrome P450, subfamily IVB, 
polypeptide 1 


2995 


24407 


mi f you 


V 


nsuiin-iiKe grown Tociur 11 
(somatomedin A) 


Inctnlin-likp nrnwth fantor 11 (somatomedin Al 


3004 


6626 


M24353 


U 

General, II 


mannosidase 2, alpha 1 


ESTs, Highly similar to M2A1JRAT Alpha- 
mannosidase II (Mannosyl-oligosaccharide 
1,3-1 ,6-alpha-mannosidase) (MAN II) (Golgi 

aipna-iHonnQolOaoc 11 J ^iVldlUIUoJUdoc aipila 

class 2A member 1) [Rnorvegicus] 


3005 


668 






rroiem tyrosine pnospnaiase, 
receptor-type, c polypeptide 
(antigen Cd45, leukocyte- 
common antigen/T200 
alvcoDrotein) also RT7 


c polypeptide (antigen Cd45, leukocyte- 
common anugen/ 1 zuu giycoproicinj dibu 
RT7 


3007 


16930 


MZ/44U 


— 

h, o, ss, w 


Apoiipoproiein d 


AnAlinonrnt^in R 


3011 


23610 


M32754 


I 


Inhibin, alpha 


Inhibin, alpha 


3019 


20713 


MO/ flo 


0, r, xx 


wyiocnrornc rtju, ouuidiiuiy 
IVB, polypeptide 1 


nvtnrhromp P4fi0 <ujbfamilv IVB 

polypeptide 1 


3022 


2465 


M59814 


ee, ww 


Eph receptor B2 (ELK-related 

nrnfain hrrncino UriQCcA 

proiein lyrubine Miidocj 


Eph receptor B2 (ELK-related protein 

lyiuoiiic iMiiaocj 


3023 


457 


M60666 


c, nn 


Tropomyosin 1 (alpha) 


Tropomyosin 1 (alpha) 


3024 


24253 


M61142 


s 


Thimet oligopeptidase 


Thimet oligopeptidase 


3043 


17991 


Mybo^o 


9 


A 1 rase, oa^t uanoporung, 
plasma membrane 3 


ATPa^P tran^nnrtinn nla^ms 

r\ 1 1 doc, uo TT u ell iopwi ui iy, jJiaouia 

membrane 3 


3044 


1678 


M96674 


I, General, 
nn, pp 


glucagon receptor 


glucagon receptor 


3046 


23698 


NMJM2489 


0, XX 


Acetyl-CoA acyltransferase, 3- 

OXU aCyi-vUM UUUldoG M 1 , 

peroxisomal 


Acetyl-CoA acyltransferase, 3-oxo acyl-CoA 

thinlfi^p A 1 nprovi^omal 


3046 


zobyy 


Nivi_u 1 z*toy 


0, U, V, ss 


Ar.ph/1-.firiA flrvihran^fpra^P 
MvC ty l uUrt a\jj tu c*i ioici aoc, o 

oxo acyl-CoA thiolase A 1 , 
peroxisomal 


Acetvl-CoA acvltransf erase 3-oxo acvl-CoA 
thiolase A 1 , peroxisomal 


3047 


265 


NM_012494 


gg. hh,jj 


Angiotensin receptor 2 


Angiotensin receptor 2 


3048 


7062 


NM_012495 


t, bb, mm 


Aldolase A, fructose- 
bisphosphate 


Aldolase A, fructose-bisphosphate 


3048 


7064 


NMJ12495 


s 


Aldolase A, fructose- 
bisphosphate 


Aldolase A, fructose-bisphosphate 


3049 


1655 


NMJ)12497 


n 


Aldolase C, fructose- 
biphosphate 


Aldolase C, fructose-biphosphate 
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ID i 
NO. 


3LGC ( 
D NO. t 
1 
1 


SenBank : ; I 
\cc. or M 
iefSeqlD '.; 

Mo. ■ ' . ., 


yflodel F 
2ode 


(nown Gene Name I 

=" - . " ■ • 


Jnigene Sequence Cluster Title J, 


3050 4 


1421 r 


MMJ12500 f 


f 

I 


vl-acylaminoacyl-peptide f 
lydrolase 


N|-acylaminoacyI-peptide hydrolase 


3051 ' 


I7787 I 


W_012501 ( 




\polipoprotein C-lll > 


\polipoprotein C-lll 


3053 * 


15675 1 


MM_012504 ( 


3eneral i 


MPase, Na+K+ transporting, i 
alpha 1 polypeptide 


MPase, Na+K+ transporting, alpha 1 
Dolypeptide 


3053 


15677 1 


MM_012504 I 


Seneral, i 
mm 


MPase, Na+K+ transporting, 
alpha 1 polypeptide 


MPase, Na+K+ transporting, alpha 1 
Dolypeptide 


3054 


B55 


NMJ312507 


I 


MPase, Na+K+ transporting, 
beta polypeptide 2 


MPase, Na+K+ transporting, beta 
polypeptide 2 


3056 


7427 


NMJ)12515 


I 


Benzodiazepin receptor 
(peripheral) 


Benzodiazepin receptor (peripheral) 


3058 


20518 


NM_012518 


e, nn 


Calmodulin III 


Calmodulin III 


3059 


15740 


NM_012520 


P 


Catalase 


Catalase 




15741 


NM_012520 


o, General, 
bb 


Catalase 


Catalase 


3060 


24865 


NM_012521 


ss 


Calcium-binding protein, 
intestinal, vitamin D-dependent 
(9-kDaCaBP) 


Calcium-binding protein, intestinal, vitamin D- 
dependent (9-kDa CaBP) 


3061 


11115 


NMJD12531 


I, nn 


Catecholamine-O- 
methyltransferase 


Catecholamine-O-methyllransferase 


3061 


11116 


NM.012531 


nn 


Catecholamine-O- 
methyltransferase 


Catecholamine-O-methyltransferase 


3063 


20357 


NM_012534 


P.bb 


Crystallini alpha polypeptide A 


Crystailin, alpha polypeptide A 


3064 


488 


NMJ)12540 


i. * 


Cytochrome P450, subfamily 1 
(aromatic compound-inducible), 
member A1 (C6, form c) 


Cytochrome P450, subfamily I (aromatic 
compound-inducible), member A1 (C6, form 
c) 


3064 


489 


NMJ12540 


e,tt 


Cytochrome P450, subfamily I 
(aromatic compound-inducible), 
member A1 (C6, forme) 


Cytochrome P450, subfamily I (aromatic 
compound-inducible), member A1 (C6, form 

c) 


3064 


20705 


NM.012540 




Cytochrome P450, subfamily I 
(aromatic compound-inducible), 
member A2(Q42, form d) 


Cytochrome P450, subfamily I (aromatic 
compound-inducible), member A2 (Q42, 
form d) 


3065 


20703 


NMJ)12541 


XX 


Cytochrome P450, subfamily 1 
(aromatic compound-inducible), 
member A2 (Q42, form d) 


Cytochrome P450, subfamily I (aromatic 
compound-inducible), member A2 (Q42, 
form d) 


3066 


225 


NMJM2544 


) 


Angiotensin l-converting 
enzyme (Dipeptidyl 
carboxvpeptidase 1) 


Angiotensin l-converting enzyme (Dipeptidyl 
carboxypeptidase 1) 


3067 


23868 


NMJ312551 


dd, oo, tt 


Early growth response 1 


Early growth response 1 


3067 


23869 


NM_012551 


00, tt 


Early growth response 1 


Early growth response 1 


3067 


23871 


NM.012551 


tt,w 


Early growth response 1 


Early growth response 1 


3067 


23872 


NM 012551 


dd, tt 


Early growth response 1 


Early growth response 1 


3069 


17676 


NMJ312556 


g.i 


Fatty acid binding protein 1, live 


r Fatty acid binding protein 1, liver 
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NO 
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SenBank I 
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Vlodel I 
Sode 
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Jnigene Sequence Cluster Title 


3072 


11732 


NM_012561 


p 


Follistatin 


Follistatin 


3074 


20717 


NMJ)12569 


c 


Glutaminase 


Glutaminase 


3075 


4573 


NMJ312570 


, General 


Glutamate dehydrogenase 


Glutamate dehydrogenase 


3075 


4574 


NM_012570 


h, I. p, 
General, 
dd, ii, uu 


Glutamate dehydrogenase 


Glutamate dehydrogenase 


3077 


85 


NM_012572 


c 


Glutamate receptor, ionotropic, 
kainate 4 


Glutamate receptor, ionotropic, kainate 4 


3079 


16024 


NM_012578 


m 


Histone H1-0 


Histone H1-0 


3079 


16025 


NMJM2578 


m, ww 


Histone H1-0 


Histone H1-0 


3079 


16026 


NMJ)12578 


m, ww 


Histone H1-0 


Histone H1-0 


3081 


20313 


NMJ)12585 


k 


5-Hydroxytryptamine (serotonin) 
receptor 1 A 


5-Hydroxytryptamine (serotonin) receptor 1A 


3082 


21162 


NMJM2591 




Interferon regulatory factor 1 


Interferon regulatory factor 1 . I 


3083 


4449 


NM_012592 


z, General 


Isovaleryl Coenzyme A 
dehydrogenase 


Isovaleryl Coenzyme A dehydrogenase 


3083 


4450 


NM_012592 


P 


Isovaleryl Coenzyme A 
dehydrogenase 


Isovaleryl Coenzyme A dehydrogenase 


3085 


2505 


NMJ)12597 


w 


Lipase, hepatic 


Lipase, hepatic 


OUOO 




NM_012603 


Uy.z, 

General 


Avian rnyelocytomatosis viral (v- 
myc) oncogene homolog 


Avian rnyelocytomatosis viral (v-myc) 
oncogene homolog 


3088 


2629 


NM_012603 


U I. 2, 

General, 
nn 


Avian rnyelocytomatosis viral (v- 
myc) oncogene homolog 


Avian rnyelocytomatosis viral (v-myc) 
oncogene homolog 


3089 


16850 


NM_012608 


k 


Membrane metallo- 
endopeptidase (neutral 
endopeptidase/enkephalinase) 


Membrane metallo-endopeptidase (neutral 
endopeptidase/enkephalinase) 


3091 


24506 


NM_012614 


d,v 


Neuropeptide Y 


Neuropeptide Y 


3092 


23522 


NM_012615 


c, g, 1, m, 
n, w, 
General, 
kk 


Ornitine decarboxylase 


Ornitine decarboxylase 












3092 


23523 


NMJ312615 


l,v 


Ornitine decarboxylase 


Ornitine decarboxylase 


3093 


6055 


NMJ)12619 


b,l, 

General, 
uu 


Phenylalanine hydroxylase 


Phenylalanine hydroxylase 


3095 


24568 


NM.012630 


9 


Prolactin receptor 


Prolactin receptor . 


3096 


18553 


NMJ)12631 


b, c, qq, w 


Prion protein, structural 


Prion protein, structural 


3098 


20798 


NMJ12639 


II 


Murine leukemia viral (v-raf-1) 

1 t A /0/» A A 

oncogene homolog 1 (3611- 
MSV) 


Murine leukemia viral (v-raf-1) oncogene 
homolog 1 (3611-MSV) 


3098 


20799 


NM.012639 


P 


Murine leukemia viral (v-raM) 
oncogene homolog 1 (3611- 
MSV) 


Murine leukemia viral (v-raf-1) oncogene 
homolog 1 (3611-MSV) 


3100 


16220 


NM.012656 


c.cc 


Secreted acidic cystein-rich 
glycoprotein (osteonectin) 


Secreted acidic cystein-rich glycoprotein 
(osteonectin) 


3103 


24825 


NM_J)12668 


x, ee, ss 


Tyrosine aminotransferase 


Tyrosine aminotransferase . 
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3104 


24427 


NM_012669 


PP 


Transcription factor 1, hepatic; 
LF-B1 , hepatic nuclear factor 
(HNF1): albumin proximal 
factor, also TCF1 


Transcription factor 1, hepatic; LF-B1, 
hepatic nuclear factor (HNF1): albumin 
proximal factor, also TCF1 


3106 


17117 


NMJ312673 


w 


Thymus cell surface antigen 


Thymus cell surface antigen 


3110 


4185 


NM.012681 


ee, gg, hh 


Transthyretin (prealbumin, 
amyloidosis type I) 


Transthyretin (prealbumin, amyloidosis type 
I) 


3110 


4186 


NMJM2681 


n,ee 


Transthyretin (prealbumin, 
amyloidosis type I) 


Transthyretin (prealbumin, amyloidosis type 
I) 


3111 


5850 


NMJ)12687 


9 


ThromboxAane synthase 1 


ThromboxA ane synthase 1 


3112 


24453 


NM_012690 


a,s 


ATP-binding cassette, sub- 
family B (MDR/TAP), member 4 
(P-glycoprotein 3/ multidrug 
resistance 2 


ATP-binding cassette, sub-family B 
(MDR/TAP), member 4 (P-glycoprotein 3/ 
multidrug resistance 2 


3116 


1850 


NMJ12696 


a 


T-kininogen, see also D11Elh1 
andD11Mit8 


T-kininogen, see also D11EIM and D11Mit8 


3116 


1854 


NMJ)12696 


a 


T-kininogen, see also D11Elh1 
andD11Mit8 


T-kininogen, see also D11Elh1 and D11MU8 


3120 


4002 


NM_012708 


p, Genera!, 
nn 


Low molecular mass 
polypeptide 2 


Low molecular mass polypeptide 2 


3120 


4003 


NM_012708 


P 


Low molecular mass 
polypeptide 2 


Low molecular mass polypeptide 2 


3120 


4004 


NM_012708 


nn 


Low molecular mass 
polypeptide 2 


Low molecular mass polypeptide 2 


3120 


4005 


NM_012708 


General 


Low molecular mass 
polypeptide 2 


Low molecular mass polypeptide 2 


3122 


322 


NMJ)12715 


P. t, ff, ii, 
PP.xx 


Adrenomedullin 


Adrenomedullin 


3123 


1632 


NMJ)12717 


d,y 


Calcitonin receptor-like receptor 


Calcitonin receptor-like receptor 


3127 


1372 


NM_012734 


XX 


Hexokinase 1 


Hexokinase 1 


3137 


1348 


NM_012776 


m 


adrenergic receptor kinase, beta 
1 


adrenergic receptor kinase, beta 1 


3137 


1349 


NMJM2776 


ii, rr 


adrenergic receptor kinase, beta 
1 


adrenergic receptor kinase, beta 1 


3139 


11938 


NMJ)12783 


X 


Basigin (0x47 antigen or CE-9) 
(EMMPRIN in human) 
(neurothelin, HT7 or 5A11 in 
avian) 


Basigin (0x47 antigen or CE-9) "(EMMPRIN 
in human) (neurothelin, HT7 or 5A11 in 
avian) 


3142 


16947 


NM_Ul 


a, b, e, m, 
s, z, 

General, 
qq, uu, w 


Guanidinoacetate 
methyltransferase 


Guanidinoacetate methyltransferase 


3142 


16948 


NM.012793 


qq, uu 


Guanidinoacetate 
methyltransferase 


Guanidinoacetate methyltransferase 


3143 


961 


NM_012796 


P 


glutathione S-transferase, theta 
2 


glutathione S-transferase, theta 2 
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3147 


15032 


NM_012816 


t 


alpha-methylacyl-CoA 
racemase 


alpha-methylacyl-CoA racemase 


3148 


326 


NM_012818 


ss 


Arylalkylamine N - 
acetyltransferase (Serotonin N - 
acetyltransferase) 


Arylalkylamine N - acetyltransferase 
Serotonin N - acetyltransferase) 


3149 


6780 


NM.012819 


n 


Acyl Coenzyme A 
dehydrogenase, long chain 


Acyl Coenzyme A dehydrogenase, long 
chain 


3151 


20586 


NMJ312826 


a, m, w 


Zn - alpha2 - glycoprotein 


Zn - alpha2 - glycoprotein ! 


3151 


20587 


NM 012826 


v, vv 


Zn - alpha2 - glycoprotein 


Zn - alpha2 - glycoprotein 


3152 


15035 


NM_012836 


nn 


Carboxypeptidase D precursor 


Carboxypeptidase D precursor 


3153 


2853 


NM_012838 


, 1. qq 


Cystatin beta 


Cystatin beta 


3153 


2854 


NMJ)12838 


J, 

General, 
cc, rr 


Cystatin beta 


Cystatin beta 


3153 


2855 


NMJ)12838 


l,cc 


Cystatin beta 


Cystatin beta 


3155 


338 


NM_012843 


t, ff, mm 


Epithelial membrane protein 1 


Epithelial membrane protein 1 


3156 


17541 


NMJ)12844 


I, s, 

General, ff, 

II, WW 


Epoxide hydrolase 1 
(microsomal xenobiotic 
hydrolase) 


Epoxide hydrolase 1 (microsomal xenobiotic 
hydrolase) 


3157 


644 


NM_012846 


kk 


Fibroblast growth factor 1 
(heparin binding) 


Fibroblast growth factor 1 (heparin binding) 


3158 


20819 


NM_012847 


w 


Farnesyltransferase, subunit 
alpha 


Farnesyltransferase, subunit alpha 


3165 


15872 


NM_012879 


bb 


Solute carrier family 2 A2 
(gkucose transporter, type 2) 


Solute carrier family 2 A2 (gkucose 
transporter, type 2) 


3166 


16301 


NMJ)12883 


g, w.rr 


Estrogen sulfotransferase 


Estrogen sulfotransferase 


3166 


4282 


NM_012883 


rr 


Estrogen sulfotransferase, 
selenoprotein P, plasma, 1 


Estrogen sulfotransferase, selenoprotein P, 
plasma, 1 


3167 


16870 


NM_012887 


V 


Thymopoietin (lamina 
associated polypeptide 2) 


Thymopoietin (lamina associated 
polypeptide 2) 


3167 


16871 


NM_012887 


r, z, ee, oo 


Thymopoietin (lamina 
associated polypeptide 2) 


Thymopoietin (lamina associated 
polypeptide 2) 


3167 


16872 


NM_012887 


PP 


Thymopoietin (lamina 
associated polypeptide 2) 


Thymopoietin (lamina associated 
polypeptide 2) 


3169 


16708 


till f\Ar\r\r\^ 

NM_012895 


a, b, h, w 


Adenosin kinase 


Adenosin kinase 


3171 


16273 


NMJ)12898 


k 


alpha-2-HS-giycoprotein 


alpha-2-HS-glycoprotein 


3171 


16274 


NM.012898 


r 


alpha-2-HS-glycoprotein 


alpha-2-HS-g!ycoprotein 


3171 


16275 


kill r\ a r\ n f\ r\ 

NM„012898 


r, ee 


alpha-2-HS-glycoprotein 


alph a-2-H S-glycop rotein 


3172 


18564 


NMJ)12899 


k, w 


aminolevulinate.delta- 
.dehydratase 


aminolevulinate.deltasdehydratase 


3173 


7897 


NM_012901 


u 


Alpha-1 microglobulin/bikunin 


Alpha-1 microglobulin/bikunin 


3173 


7898 


NM 012901 


e, r 


Alpha-1 microglobulin/bikunin 


Alpha-1 microglobulin/bikunin 


3173 


7899 


NM.012901 


e 


Alpha-1 microglobulin/bikunin 


Alpha-1 microglobulin/bikunin 


3176 


20590 


NMJM2913 


n, kk 


ATPase, Na+K+ transporting, 
beta polypeptide 3 


ATPase, Na+K+ transporting, beta 
polypeptide 3 


3177 


24783 


NM.012914 


P 


ATPase, Ca++ transporting, 
ubiquitous 


ATPase, Ca++ transporting, ubiquitous 
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3179 


776 


NM_012922 


u 


Caspase 3 t apoptosis related 
cysteine protease (ICE-like 
cysteine protease) 


Caspase 3, apoptosis related cysteine 
protease (ICE-like cysteine protease) 


3179 


777 


NMJ12922 


z 


Caspase 3, apoptosis related 
cysteine protease (ICE-like 
cysteine protease) 


Caspase 3, apoptosis related cysteine 
protease (ICE-like cysteine protease) 


3182 


1977 


NMJ)12930 


o, p.y.ff, 

XX 


Carnitine palmitoyltransferase 2 


Carnitine palmitoyltransferase 2 


3186 


190 


NMJ)12940 


e 


Cytochrome P450 1b1 


Cytochrome P4501b1 


3186 


191 


NM_012940 


e 


Cytochrome P4501M 


Cytochrome P4501b1 


3186 


192 


NM_012940 


e 


Cytochrome P4501M 


Cytochrome P4501b1 


3186 


193 


NM.012940 


e, v 


Cytochrome P450 1b1 


Cytochrome P4501M 


3187 


20928 


NMJ)12941 


ee 


Cytochrom P450 Lanosterol 14 
alpha-demethylase 


Cytochrom P450 Lanosterol 14 alpha- 
demethylase 


3187 


20929 


NM_012941 


s 


Cytochrom P450 Lanosterol 14 
alpha-demethylase 


Cytochrom P450 Lanosterol 14 alpha- 
demethylase 


3187 


20931 


NM_012941 


uu 


Cytochrom P450 Lanosterol 14 
alpha-demethylase 


Cytochrom P450 Lanosterol 14 alpha- 
demethylase 


3189. 


1285 


NM_012948 


r, x 


Emerin 


Emerin 


3190 


1813 


NM_012953 


1. P> y. z, 
ee 


Fos-like antigen 1 


Fos-like antigen 1 


3192 


5034 


NM_012966 


V 


Heat shock 10 kD protein 1 
(chaperoninIO) 


Heat shock 10 kD protein 1 (chaperonin 10) 


3193 


2554 


NM_012967 


w 


Intercellular adhesion molecule 
1 


Intercellular adhesion molecule 1 


3193 


2555 


NM_012967 


w 


Intercellular adhesion molecule 
1 


Intercellular adhesion molecule 1 


3195 


24528 


NMJ)12973 


9 


Potassium (K+) channel protein, 
slowly activating (Isk) 


Potassium (K+) channel protein, slowly 
activating (Isk) 


3200 


24492 


NM_012987 


ii 


Nestin 


Nestin 


3201 


764 


NM_012988 


c, p, r, z, 
General 


Nuclear Factor IA 


Nuclear Factor IA 


3201 


765 


NMJ)12988 


h, q, z, 
General 


Nuclear Factor IA 


Nuclear Factor IA 


3202 


16417 


NM_012991 


1. x, 

General, 
vv 


Nucleoprotein 50kD 


Nucleoprotein 50kD 


3203 


17393 


NMJ312992 


b, l,j, 
General, 

qq 


Nucleoplasminrrelated protein 
(Nuclear protein B23 


Nucleoplasmin-related protein (Nuclear 
protein B23 


3203 


17394 


NMJH2992 


General 


Nucleoplasmin-related protein 
(Nuclear protein B23 


Nucleoplasmin-related protein (Nuclear 
protein B23 


3206 


1640 


NM_013000 


PP 


Peptidylglycine alpha-amidating 
monooxyqenase 


Peptidylglycine alpha-amidating 
monooxygenase 


3206 


1649 


NM.013000 


n 


Peptidylglycine alpha-amidating 
monooxyqenase 


Peptidylglycine alpha-amidating 
monooxyqenase 
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3208 


25279 


NM.013011 


bb 


Tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, zeta polypeptide 


Tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase activation protein, zeta 
polypeptide 


3208 


3405 


NMJ)13011 


ss 


Tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, zeta polypeptide 


Tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase activation protein, zeta 
polypeptide 


3210 


11905 


NMJ)13016 


s,x 


Protein tyrosine phosphatase, 
non-receptor type substrate 1 
(SHP substrate 1) 


Protein tyrosine phosphatase, non-receptor 
type substrate 1 (SHP substrate 1) 


3212 


1588 


NM_013026 


j, t, mm, 

WW 


Syndecan 1 


Syndecan 1 


3212 


1589 


MM 013026 


mm 


Syndecan 1 


Syndecan 1 


3213 


17894 


NMJ313027 


V 


Selenoprotein W muscle 1 


Selenoprotein W muscle 1 


3214 


1734 


NM.013028 


00 


Short stature homeobox 2 


Short stature homeobox 2 


3216 


313 


NMJ313033 


9 


Solute carrier family 5, member 
alpha 1 (Na+/glucose 
cotransporter) 


Solute carrier family 5, member alpha 1 
(Na+/glucose cotransporter) 


3217 


24809 


NM_013036 


g 


Somatostatin receptor subtype 4 
Rattus norvegicus Sprague- 
Dawley major hippocampal 
somatostatin receptor (SSTR4) 
mRNA 


Somatostatin receptor subtype 4 Rattus 
norvegicus Sprague-Dawley major 
hippocampal somatostatin receptor (SSTR4) 
mRNA 


3218 


115 


NM.013037 


u 


Interleukin 1 receptor-like 1 (Fos 
responsive gene 1) 


Interleukin 1 receptor-iike 1 (Fos-responsive 
gene 1) 


3221 


12013 


NM_013050 


i, nn 


Ubiquitin conjugating enzyme 
E2I 


Ubiquitin conjugating enzyme E2I 


3221 


12014 


NMJ)13050 


U.y 


Ubiquitin conjugating enzyme 
E2I 


Ubiquitin conjugating enzyme E2I 


3222 


16683 


NM_013052 


r 


Tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, eta polypeptide 


Tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase activation protein, eta 
polypeptide 


3222 


16684 


NM_013052 


PP 


Tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, eta polypeptide 


Tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase activation protein, eta 
polypeptide 


3224 


12370 


NM_013055 


u 


Mitogen activated protein kinase 
12 (Zipper (leucine) protein 
kinase) 


Mitogen activated protein kinase 12 (Zipper 
(leucine) protein kinase) 


3232 


13282 


NMJ)13078 


n.ii 


Ornithine carbamoyltransferase 


Ornithine carbamoyltransferase 


3232 


13283 


NMJH3078 


h, I, m, s, 
General, 
cc. uu 


Ornithine carbamoyltransferase 


Ornithine carbamoyltransferase 


3239 


15296 


NWL013102 


k 


FK506 binding protein 2 (13 
kDa), FK506-binding protein 1 
(12kD) 


FK506-binding protein 1 (12kD) 
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3240 


1885 


NM.013103 


I, u,z 


Transcription factor 2, hepatic; 
LF-B3; variant hepatic nuclear 
factor 


Transcription factor 2, hepatic; LF-B3; 
variant hepatic nuclear factor 


3242 


24195 


NMJ)13111 




Solute carrier family 7 member 
A1 (amino acid transporter 
cationic 1) 


Solute carrier family 7 member A1 (amino 
acid transporter cationic 1 ) . 


3242 


24196 


NMJ)13111 


f, I, q, A 
General, 
dd 


Solute carrier family 7 member 
A1 (amino acid transporter 
cationic 1 ) 


Solute carrier family 7 member A1 (amino 
acid transporter cationic 1) 


3246 


14300 


NM_013129 


PP 


Interteukin 15 


Interleukin 15 


3248 


650 


NM_013134 


w 


3-hydroxy-3-methylglutaryl- 
Coenzyme A reductase 


3-hydroxy-3-methylglutaryl-Coenzyme A 
reductase 


3248 


651 


NM_013134 


t 


3-hydroxy-3-methylglutaryl- 
Coenzyme A reductase 


3-hydroxy-3-methylglutaryl-Coenzyme A 
reductase 


3248 


652 


NM_013134 


n,t 


3-hydroxy-3-methylglutaryl- 
Coenzvme A reductase 


3-hydroxy-3-methylglutaryl-Coenzyme A 
reductase 


3250 


1712 


NM.013138 


nn 


Inositol 1, 4, 5-triphosphate 
receptor 3 


Inositol 1 , 4, 5-triphosphate receptor 3 1 


3251 


5837 


NMJ13143 


s 


Meprin 1 alpha 


Meprin 1 alpha 


3254 


21683 


NMJ313154. 


d, g 


CCAAT/enhancerbinding, 
protein (C/EBP) delta 


CCAAT/enhancerbindina orotein fC/EBP) 
delta 


3256 


3430 


NM_013156 


a, General, 
oo, pp, uu 


Cathepsin L 


Cathepsin L 


3256 


3431 


NM_013156 


z, cc 


Cathepsin L 


Cathepsin L 


3260 


447 


NMJ)13165 


tt 


Cholecystokinin B receptor 


Cholecystokinin B receptor 


3261 


24750 


NMJM3167 


cc 


Uncoupling protein 3, 
mitochondrial 


Uncoupling protein 3, mitochondrial 


3273 


20854 


NM.013200 


j, nn 


Carnitine palmitoyltransferase 1 
beta, muscle isoform 


Carnitine palmitoyltransferase 1 beta, 
muscle isoform 


3273 


20856 


NM_013200 


o.jj 


Carnitine palmitoyltransferase 1 
beta, muscle isoform 


Carnitine palmitoyltransferase 1 beta, 
muscle isoform 


3275 


23361 


NMJ)13216 


r 


Ras homolog enriched in brain 


Ras homolog enriched in brain 


3282 


21078 


NM_016986 


t, o, ss 


Acyl-Coenzyme A 
dehydrogenase, C-4 to C-12 
straight-chain 


Acyl-Coenzyme A dehydrogenase, C-4 to C- 
12 straight-chain 


3283 


15612 


NMJ)16987 


ee 


ATP citrate lyase 


ATP citrate lyase 


3283 


15613 


NMJM6987 


ii, II, ww 


ATP citrate lyase 


ATP citrate lyase 


3285 


24868 


NM.016992 


nn 


Arginine vasopressin (Diabetes, 
insipidus) 


Arginine vasopressin (Diabetes insipidus) 


3285 


24869 


NM_016992 


9 


Arginine vasopressin (Diabetes 
insipidus) 


Arginine vasopressin (Diabetes insipidus) 


3290 


15620 


NM_017005 


P 


Fumarate hydratase 


Fumarate hydratase 


3291 


8417 


NM_O17008 


I 


Glyceraldehyde-3-phosphate 
dehydrogenase 


Glyceraldehyde-3-phosphate 
dehydrogenase 


3294 


17815 


NM_017015 


P, r, w, z 


Glucuronidase, beta 


Glucuronidase, beta 


3295 


649 


NM.017017 


cc 


Hepatocyte growth factor 
(scatter factor) 


Hepatocyte growth factor (scatter factor) 
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3298 


11836 


NM_017023 


g 


Potassium inwardly-rectifying 
channel, subfamily J 


Potassium inwardly-rectifying channel, 
subfamily J 


3299 


670 


NMJ)17024 


a, m, v, cc, 
uu, w 


Lecithin-cholesterol 
acyltransferase 


Lecithin-cholesterol acyltransferase 


3301 


4500 


NMJ17037 


m, 

General, ii f 
qq, uu, w 


Peripheral myelin protein 


Peripheral myelin protein 


3302 


3202 


NM_017039 


t 


Protein phosphatase 2 (formerly 
2A), catalytic subunit, alpha 
isoform 


Protein phosphatase 2 (formerly 2A), 
catalytic subunit, alpha isoform 


3302 


3203 


NM_017039 


00 


Protein phosphatase 2 (formerly 
2A), catalytic subunit, alpha 
isoform 


Protein phosphatase 2 (formerly 2A), 
catalytic subunit, alpha isoform 


3303 


24697 


NMJ)17048 


rr 


Solute carrier family 4, member 
2, anion exchange protein 2 


Solute carrier family 4, member 2, anion 
exchange protein 2 


3304 


20876 


NM_017050 


k,tt 


Superoxide dismutase 1 , 
soluble 


Superoxide dismutase 1, soluble 


3305 


1877 


NMJ17052 


w 


Sorbitol dehydrogenase 


Sorbitol dehydrogenase 


3309 


6653 


NM_017068 


tt 


Lysosomal-associated 
membrane protein 2 


Lysosomal-associated membrane protein 2 


3310 


20649 


NM_017072 


b, General, 
kk, w 


Carboamyl-phosphate 
synthetase 1 


Carboamyl-phosphate synthetase 1 


3310 


20650 


NM_017072 


General, 
cc, kk, uu, 
w 


Carboamyl-phosphate 
synthetase 1 


Carboamyl-phosphate synthetase 1 


3312 


18957 


NMj)17075 


o,xx 


Acetyl-Co A acetyltransferase 1 , 
mitochondrial 


Acetyl-Co A acetyltransferase 1 , 
mitochondrial ; 


3312 


18958 


NMJ17075 


o.jj 


Acetyl-Co A acetyltransferase 1 , 
mitochondrial 


Acetyl-Co A acetyltransferase 1, 
mitochondrial 


3317 


1550 


NMJ)17084 


uu 


Glycine methyltransferase 


Glycine methyltransferase 


3317 


1551 


NM_017084 


uu 


Glycine methyltransferase 


Glycine methyltransferase 


3317 


1552 


NM_017084 


g, uu 


Glycine methyltransferase 


Glycine methyltransferase 


3318 


1383 


NM_017088 


General 


GDP-dissociation inhibitor 1 


GDP-dissociation inhibitor 1 


3320 


6013 


NM_017096 


e, w, rr, w 


C-reactive protein 


C-reactive protein 


3324 


20745 


NM_017113 


a, k, I, cc, 
tt, uu 


granulin 


granulin 


3324 


20746 




a, j, I, cc, 
ss, uu, w 


granulin 


granulin 


3325 


21538 


NM.017116 


gg, hh 


calpain 2 


calpain 2 


3327 


21663 


NM_017126 


l. PP 


ferredoxin 1 


ferredoxin 1 


3328 


1305 


NM_017127 


00 


Choline kinase 


Choline kinase 


3328 


1306 


NMJ317127 


U 

General, 
kk. aa. w 


Choline kinase 


Choline kinase 
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3330 


24693 


NMJH7134 


a, b, I, 

General, 

cc 


arginasel, liver 


arginase 1, liver 


3331 


16681 


NMJM7136 


r, wjj 


squalene epoxidase 


squalene epoxidase 


3331 


16682 


NM 017136 


t, mm 


squalene epoxidase 


squalene epoxidase 


3332 


24885 


NMJH7138 




laminin receptor 1 


laminin receptor 1 


3332 


24886 


NM__017138 


Ul 


laminin receptor 1 


laminin receptor 1 


3333 


492 


NM.017140 


I 


dopamine receptor 3 


dopamine receptor 3 


3334 


24105 


NMJJ17141 


a 


DNA polymerase beta 


DNA polymerase beta 


3334 


24107 


NM.017141 




DNA polymerase beta 


DNA polymerase beta 


3337 


15364 


NM_017147 


i 


cofilin 1, non-muscie 


cofilin 1 , non-muscle 


3339 


16953 


NM.017151 


h,ll 


ribosomal protein S15 


ribosomal protein S15 


3339 


16954 


NMJ17151 


bb, gg, hh 


ribosomal protein S15 


ribosomal protein S15 


3339 


16955 


NM.017151 


e 


ribosomal protein S15 


ribosomal protein S1 5 


3340 


21643 


NM_017152 


u, General, 
ee, II 


ribosomal protein S17 


ribosomal protein S17 


3341 


1694 


NMJ17153 


h, z, 

General, 
ee 


ribosomal protein S3a 


ribosomal protein S3a 


3344 


70 


NMJM7159 


b, c,y 


histidine ammonia lyase 


histidine ammonia lyase 


3345 


17105 


NM.017160 


ee 


ribosomal protein S6 


ribosomal protein S6 


3346 


595 


NM_017161 


bb, mm 


Adenosine A2b receptor 


Adenosine A2b receptor 


3356 


24670 


NM_017189 


a, n 


asialoglycoprotein receptor 2 


asialoglycoprotein receptor 2 


3359 


20779 


NMJ)17201 


u 


S-adenosylhomocysteine 
hydrolase 


S-adenosylhomocysteine hydrolase 


3360 


14694 


NM.017202 


ff 


cytochrome c oxidase, subunit 
IVa 


cytochrome c oxidase, subunit IVa 


3363 


1703 


NMJM7210 


mm 


deiodinase, iodothyronine type 
III 


deiodinase, iodothyronine type III 


3363 


1704 


NM.017210 


mm, xx 


deiodinase, iodothyronine type 
111 


deiodinase, iodothyronine type III 


3365 


317 


NMJ)17218 


h, General, 
bb, pp 


avian erythroblastosis oncogene 
B3 


avian erythroblastosis oncogene B 3 


3368 


18147 


NM_017226 


cc 


peptidyl arginine deiminase, 
type II 


peptidyl arginine deiminase, type II 


3369 


442 


NM_017229 


y 


phosphodiesterase 3B, cGMP- 
inhibited 


phosphodiesterase 3B, cGMP-inhibited 


3370 


20192 


NMJJ17232 


s 


prostaglandin-endoperoxide 
synthase 2 


prostaglandin-endoperoxide synthase 2 


3370 


20193 


NMJM7232 


qq, vv 


prostaglandin-endoperoxide 
synthase 2 


prostaglandin-endoperoxide synthase 2 


3371 


17740 


NMJ)17233 


ss 


4-hydroxyphenylpyruvic acid 
dioxygenase 


4-hydroxyphenylpyruvic acid dioxygenase 


3373 


15598 


NMJ)17236 


IT 


phosphatidylethanolamine 
binding protein 


phosphatidylethanolamine binding protein 


3376 


24582 


NMJ)17243 


kk, pp 


phosphoribosyl pyrophosphate 
synthetase 1 


phosphoribosyl pyrophosphate synthetase 1 
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3378 


1418 


NM_017246 


u, cc 


mitogen activated protein kinase 
kinase 5 


mitogen activated protein kinase kinase 5 


3380 


614 


NM_Q 17251 


General, 
rr, uu 


gap junction membrane channel 
protein beta 1 


gap junction membrane channel protein beta 
1 


3381 


23037 


NMJM7253 


t, mm 


branched chain 
aminotransferase 1, cytosolic 


branched chain aminotransferase 1, 
cytosolic 


3382 


1496 


NMJ)17255 


qq, vv 


purinergic receptor P2Y, G- 
protein coupled 2 


purinergic receptor P2Y, G-protein coupled 2 


3384 


15300 


NM_017259 


n, p,rr 


Early induced gene, B-cell 
translocation gene 2 


Early induced gene, B-cell translocation 
gene 2 


3384 


15301 


NMJ17259 


n, p.ss.tt 


Early induced gene, B-cell 
translocation gene 2 


Early induced gene, B-cell translocation 
gene 2 


3384 


15299 


NM_017259 


P 


Early induced gene, B-cell 
translocation gene 2 


Early induced gene, B-cell translocation 
gene 2 


3385 


15224 


NM_017264 


f 


protease (prosome, macropain) 
28 subunit, alpha 


protease (prosome, macropain) 28 subunit 
alpha 


3386 


20600 


NM_017268 


q, w.jj 


3-hydroxy-3-methylglutaryl- 
Coenzyme A synthase 1 


3-hydroxy-3-methylglutaryi-Coenzyme A 
synthase 1 


3386 


20601 


NM_017268 


q, w.jj 


3-hydroxy-3-methylglutaryi- 
Coenzyme A synthase 1 


3-hydroxy-3-methylglutaryl-Coenzyme A 
synthase 1 


3387 


570 


NM_017271 


a, I, v, 
General, 
dd, oo 


nuclear distribution gene C 
homolog (Aspergillus) 


nuclear distribution gene C homolog 
(Aspergillus) 


3390 


17959 


NM_017277 


w 


Adaptor protein complex AP-1, 
beta 1 subunit 


Adaptor protein complex AP-1 , beta 1 
subunit 


3391 


15141 


NMJ)17278 


gg, hh 


proteasome (prosome, 
macropain) subunit, alpha type 
1 


proteasome (prosome, macropain) subunit, 
alpha type 1 


3392 


5747 


NM.017279 


P 


proteasome (prosome, 
macropain) subunit alpha type 
2 


proteasome (prosome, macropain) subunit, 
alpha type 2 


3392 


5748 


NMJH7279 


XX 


proteasome (prosome, 
macropain) subunit, alpha type 
2 


proteasome (prosome, macropain) subunit 
alpha type 2 


3393 


1447 


NM_017281 


t 


proteasome (prosome, 
macropain) subunit, alpha type 
4 


proteasome (prosome, macropain) subunit 
alpha type 4 


3394 


3254 


NM.017282 


e, kk, mm, 
nn 


proteasome (prosome, 
macropain) subunit, alpha type 
5 


proteasome (prosome, macropain) subunit, 
alpha type 5 


3394 


3256 


NMJ)17282 


l.j.xx 


proteasome (prosome, 
macropain) subunit, alpha type 
5 


proteasome (prosome, macropain) subunit, 
alpha type 5 


3400 


15819 


NM_017298 


u 


calcium channel, voltage- 
dependent, L type, alpha 1D 
subunit 


calcium channel, voltage-dependent, L type, 
alpha 1 D subunit 


3401 


1531 


NM_017300 


General, ff 
rr, uu 


bile acid-Coenzyme A 
dehydrogenase: amino acid n- 
acvltransferase 


bile acid-Coenzyme A dehydrogenase: j 
amino acid n-acyltransferase 
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3402 


14002 


NM_017305 


aa 


glutamate-cysteine ligase , 
modifier subunit 


alutamate-cvsteine liaase modifier subunit 


3402 


14003 


NMJJ17305 


qq, w 


glutamate-cysteine ligase , 
modifier subunit 


glutamate-cysteine ligase , modifier subunit 


3403 


18685 


NM.017306 


0 


dodecenoyi-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenyme A isomerase) 


dodecenoyi-Coenzyme A delta isomerase 
(3,2 trans-enoyl-Goenyme A isomerase) 


3403 


18687 


NM 017306 


o ff rr ■ 

V, II, 1 1 


dodecenovl-Coenzvme A delta 
isomerase (3,2 trans-enoyl- 

fViPnvmp A knmpraQp\ 
wvci iy 1 1 vs r\ iowii 1 ici doc j 


Rat mRNA for delta3 delta^-pnovl-CoA 
isomerase, dodecenoyi-Coenzyme A delta 

loUl 1 Icl dot; \O t /Z UcUlo"cnuyrVjUcI lylllc f\ 

somerase) 


3405 


19671 


NMJ)17309 


k, mm 


protein phospatase 3, regulatory 

suhunif B alnha isnfnrm 

ouuuiiii i— ai^/na iwuiuiiii 

(calcineurin B, type I) 


protein phospatase 3, regulatory subunit B, 

alnha isnfDrm fpfllranpiirin R tvnp \\ 
G\^J\\a louiujiii ^oatLrii icui ii i Dj lypc ij 


3406 


16844 


NM.017311 


r 


ATP synthase, H+ transporting, 

mitorihnndrial FO nhmnlpy 

subunit c (subunit 9), isoform 1 


ATP synthase, H+ transporting, 

mitnrhnnHrial Ffl r^nmnlPY Qiihiinit r fciihitnit 

II IllAJlyUUHUI lal 1 U UUIiljJlCA, OUUUItll o ^ouuuim 

9), isoform 1 


3420 


21846 


NM_017355 


gg, hh 


ras-related GTP-binding protein 
4b 


ras-related GTP-binding protein 4b 


3422 


20417 


NM 017359 


General 


ras-related protein rab10 


ras-related protein rab10 


3427 


455 


NM 019131 

1 lit 1_ w 1 w I \J 1 


k bb 11 

l\, UU, 11, 

mm nn 


TroDonwosin 1 (atonal 


Tronnmvnsin 1 falnha^ 

1 1 VfJui i \y \jj\t i I i alalia i 


3429 


16227 


NM 019137 


aa hh 


Zinc-fin aer transcrintion factor 

NfnFI-H ^parlv rpsnnnsp npnp^ 
i^ivjr i v/ yccuiy icoputioc yciicy 


Ztnc-finnpr transcriDfion fartnr NIRFI-H fparlv 
icopuuac yet icy 


3430 


13715 


NM 019139 


aa hh 


Glial cell line derived neutronhic 

VIIUI Uwll III IV* UvlllbU IIOUUUUIIIv 

factor 


EST<5 Glial nell linp dprivpri nptitrnnhir fantnr 

1-UIO, V^IICJI lyCII line UCIIVCU 1 Iv^u u yj^Ji hl> iooiwi 


3431 


14971 


NMJ)19140 


n,bb 


Protein tyrosine DhosDhatase 
receotor tvne D 


Protein tyrosine ohosohatase recentortvne 
D 


3431 


14975 


NM 019140 


dd 


Protein tyrosine nhosnhatase 
receotor tvoe D 


Protein tyrosine DhosDhatase recentortvnp 
D 


3433 


5617 


NM 019143 


k 


Fibronectin 1 


Fibronectin 1 


3433 


5618 


NM_019143 


k 


Fibronectin 1 


Fibronectin 1 


3433 


5619 


NMJ)19143 


General 


Fibronectin 1 


Fibronectin 1 


3433 


5622 


NM_019143 


l.ii 


Fibronectin 1 


Fibronectin 1 


3435 


20863 


NM 019152 




calpain 1 


calpain 1 


3437 


21090 


NM.019158 


General, 
dd, ff, nn 


aquaporin 8 


aquaporin 8 


3438 


20256 


NM.019163 


ii 


presenilin 1 


presenilin 1 . 


3440 


7489 


NM_019169 


9 


synuclein, alpha 


synuclein, alpha 


3444 


24019 


NM.019186 


ss,tt 


ADP-ribosyiation-like 4 


ADP-ribosylation-like 4 


3446 


15242 


NM.019191 


f, General, 
ii 


MAD homolog 2 (Drosophila) 


MAD homolog 2 (Drosophila) 


3447 


22065 


NM.019195 


bb, nn 


integrin-associated protein 


integrin-associated protein 


3448 


18572 


NM_019201 


PP,tt 


C-terminal binding protein 1 


C-terminal binding protein 1 ' 


3450 


19241 


NM.019206 


». y. 

General, 

qq 


Serine/threonine kinase 10 


Serine/threonine kinase 1 0 ' 
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3452 


2078 


NMJ319220 


P. s, pp 


amino-terminal enhancer of split 


amino-terminal enhancer of split 


3452 


2079 


NM_019220 


z 


amino-terminal enhancer of split 


amino-terminal enhancer of split 


3454 


20938 


NM_019223 


t 


NADH dehydrogenase Fe-S 
protein 6 


NADH dehydrogenase Fe-S protein 6 


3458 


16449 


NMJ)19238 




farnesyl diphosphate farnesyl 
transferase 1 


farnesyl diphosphate farnesyl transferase 1 


3458 


16450 


NM_019238 


|, 00, ss 


farnesyl diphosphate farnesyl 
transferase 1 


farnesyl diphosphate farnesyl transferase 1 


3458 


16451 


NM_019238 


bb.jj 


farnesyl diphosphate farnesyl 
transferase 1 


farnesyl diphosphate farnesyl transferase 1 


3458 


16452 


NMJM9238 


1 


farnesyl diphosphate farnesyl 
transferase 1 


farnesyl diphosphate farnesyl transferase 1 


3461 


21109 


NMJ319243 


r 


prostaglandin F2 receptor 
negative regulator 


prostaglandin F2 receptor negative regulator 


3462 


888 


NM_019246 


n 


proprotein convertase 
subtilisin/kexin type 7 


proprotein convertase subtilisin/kexin type 7 


3463 


24849 


NMJ)19248 


e, u 


neurotrophic tyrosine kinase, 
receptor, type 3 


neurotrophic tyrosine kinase, receptor, type 
3 


3465 


1450 


NM.019251 


X 


blocked early in transport 1 
homolog (S.cerevisiae) 


blocked early in transport 1 homolog 
(S.cerevisiae) 


3466 


10340 


NMJM9252- 


d,j,tt 


dolichol-phosphate (beta-D) 
mannosyltransferase 2 


dolichol-phosphate (beta-D) 
mannosyltransferase 2 


3468 


7693 


NM_019258 


9 


cystatin 8 (cystatin-related 
epididymal spermatogenic) 


cystatin 8 (cystatin-related epididymal 
spermatogenic) 


3469 


15259 


NM.019259 


rr 


complement component 1, q 
subcomponent binding protein 


complement component 1, q subcomponent 
binding protein 


3471 


15763 


NMJ)19265 


k 


sodium channel, voltage-gated, 
type XI, alpha polypeptide 


sodium channel, voltage-gated, type XI, 
alpha polypeptide 


3472 


23625 


NMJ)19269 


0 


solute carrier family 22 (organic 
cation transporter), member 5 


solute carrier family 22 (organic cation 
transporter), member 5 


3473 


1412. 


NM_019271 


WW 


stress 70 protein chaperone, 
microsome-associated, 60kD 
human homolog 


stress 70 protein chaperone, microsome- 
associated, 60kD human homolog 


3474 


1129 


NM_019274 


nri 


collagen-like tail subunit~(single 
strand of homotrimer) of 
asymmetric 
acetylcholinesterase 


collagen-like tail subunit (single strand of 
homotrimer) of asymmetric 
acetylcholinesterase 


3476 


20734 


NM_019283 


General, jj 


solute carrier family 3 (activators 
of dibasic and neutral amino 
acid transport), member 2 


> solute earner family 3 (activators of dibasic 
and neutral amino acid transport), member 2 


3476 


20735 


NM.019283 


1. 1. q» z, 

General 


solute carrier family 3 (activators 
of dibasic and neutral amino 
acid transport), member 2 


> solute carrier family 3 (activators of dibasic 
and neutral amino acid transport), member 2 
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3477 


22219 


NMJ)19286 


c, vv 


Alcohol dehydrogenase (class 
I), alpha polypeptide 


Alcohol dehydrogenase (class I), alpha 
polypeptide . 


3487 


1389 


NM_019350 


9 


synaptotagmin 5 


synaptotagmin 5 


3489 


23491 


NM_019359 


k, v 


calponin 3, acidic 


calponin 3, acidic 


3491 


18819 


NM_019367 


gg, hh, ii 


palmitoyl-protein thioesterase 2 


palmitoyl-protein thioesterase 2 


3498 


20443 


NMJH9379 


n, q, dd, 

00 


vesicle docking protein, 115 kDa 


vesicle docking protein, 1 15 kDa ! 


3500 


24626 


NM_019381 


h,x, 
General 


Testis enhanced gene transcript 


Testis enhanced gene transcript 


3509 


18714 


NM_020075 


y 


eukaryotic initiation factor 5 (elF- 
5) 


eukaryotic initiation factor 5 (elF-5) 


3509 


18715 


NM_020075 


I 


eukaryotic initiation factor 5 (elF- 
5) 


eukaryotic initiation factor 5 (elF-5) 


3509 


18716 


NMJ320075 


p, gg, hh 


eukaryotic initiation factor 5 (elF- 
5) 


eukaryotic initiation factor 5 (elF-5) 


3510 


20493 


NM_020076 


b, k, I, 
General, 
bb. ff. aa. 
tt. uu 


3-hydroxyanthranilate 3,4- 
dioxygenase 


3-hydroxyanthranilate 3,4-dioxygenase 


3510 


20494 


NM_020076 


cc, ii, ss 


3-hydroxyanthranilate 3,4- 
dioxygenase 


3-hydroxyanthranilate 3,4-dioxygenase 


3526 


22916 


NM_021740 


ff 


prothymosin alpha 


prothymosin alpha 


3527 


19709 


NM_021742 


d 


nuclear receptor subfamily 5, 
group A, member 2 


nuclear receptor subfamily 5, group A, 
member 2 


3529 


19712 


NMJJ21745 


t, General, 
ff, kk, oo 


nuclear receptor subfamily 1 , 
group H, member 4 


nuclear receptor subfamily 1 , group H, 
member 4 


3532 


20090 


NMJ21757 


V, WW 


pieiotropic regulator 1 


pieiotropic regulator 1 


3534 


17936 


NM_021766 


qq 


progesterone receptor 
membrane component 1 


progesterone receptor membrane 
component 1 


3535 


20162 


NMJ021835 


u,tt 


Avian sarcoma virus 17 (v-jun) 
oncogene homoiog 


Avian sarcoma virus 17 (v-jun) oncogene 
homoiog 


3535 


22350 


NM_021835 


tt 


Avian sarcoma virus 17 (v-jun) 
oncogene homoiog 


Avian sarcoma virus 17 (v-jun) oncogene 
homoiog 


3535 


22351 


NM_021835 


kk, tt 


Avian sarcoma vims 17 (v-jun) 
oncogene homoiog 


Avian sarcoma virus 17 (v-jun) oncogene 
homoiog 


3535 


22352 


NM_021835 


y, kk, ss, tt 


Avian sarcoma virus 17 (v-jun) 
oncogene homoiog 


Avian sarcoma virus 17 (v-jun) oncogene 
homoiog 


3539 


243 


NM_021989 


ii, rr 


tissue inhibitor of 
metalloprotelnase 2 


ESTs, tissue inhibitor of metalloprpteinase 2 


3543 


25699 


NMJJ22180 


General, tt 


Hepatic nuclear factor 4 (alpha 
transcription factor 4) 


Hepatic nuclear factor 4 (alpha transcription 
factor 4) 


3543 


20257 


NM_022180 


General 


Hepatic nuclear factor 4 (alpha 
transcription factor 4) 


Hepatic nuclear factor 4 (alpha transcription 
factor 4) 


3550 


20312 


NM.022224 


bb 


phosphotriesterase related 


phosphotriesterase related 


3553 


10509 


NMJ)22268 


p, General 


liver glycogen phosphorylase 


liver glycogen phosphorylase 


3553 


25814 


NMJ322268 


I 


liver glycogen phosphorylase 


liver glycogen phosphorylase 
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lb 

vt\J. 


D NO. \ 


jenBahk 

wvi iucji i rv 

Acc or , 
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Model 

fIVUvl 

Code 7 


<nown Gpnp Namp 

MlvWII VJCIIC llCllllC 


Jniaene Seauence Cluster Title : 

\- . • r ■ • 


occo 

3558 


1914 




9 


signal iransuucer ana acuvaior 
of transcription 5b 


cinnat trancrliir^or anrl aptiwatnr nf 
aigilal UdlloUU^cI dtlu dUUVaLUf Ul 

transcription 5b 


3559 


11454 


KIM fVJO^RI 


C, T, KK, U 


rTOiiieraiing ceil nuciear anugen 


^rnliforafinn roll niinlaar anfinon ' 

■^roHicraUiig utsn iiuojcai anuyt;ii 


3559 


11455 


NM.022381 


c,f,ij,kk, 
nn 


Proliferating cell nuclear antigen 


Proliferating cell nuclear antigen 


3569 


402 


NM.022403 


c, I, W, XX 


tryptophan-2,3-dioxygenase 


tryptophan-2,3-dioxygenase 


3570 


20915 


NM_022407 


l_ ff 

b, ff 


Aldehyde dehydrogenase 1 , 

n ■ 1 fn i nlli ■ A A 

subfamily A1 


: * — zi — t~. r* — 

Aldehyde dehydrogenase 1, subfamily A1 


3571 


4647 


NM.022498 


h f r, w, rr 


Protein phosphatase 1 , catalytic 
subunit, gamma isoform 1 


Protein phosphatase 1, catalytic subunit, 
gamma isoform 1 


3572 


9183 


NMJ)22499 


s, nn 


Paralbumin (calcium binding 
protein) 


Paralbumin (calcium binding protein) 

— _ — _ . 


3574 


2515 


NM 022501 


WW 


cysteine-rich protein 2 


cysteine-rich protein 2 


3576 


1347 j 


NMJJ22506 




ribosoma! protein L31 


ribosomal protein L31 


3581 


3027 


NM_022514 


h, w, ee, 11, 
qq 


ribosomal protein L27 


ribosomal protein L27 


3582 


2696 


NM.022515- 


z, General, 
ee 


ribosomal protein L24 


ribosomal protein L24 


3582 


2697 


NM_022515 


ee, II 


ribosomal protein L24 


ribosomal protein L24 


3593 


8984 


NMJ)22539 


WW 


methionine aminopeptidase 2 


methionine aminopeptidase 2 


3596 


21062 


NM_0225o5 


1*1.* u 

C, KK, it, 
WW 


ornithine decarboxylase 
antizyme inhibitor 


ornithine decarboxylase antizyme inhibitor 


3596 


21063 


NM_022585 


ff 


ornithine decarboxylase 
antizyme inhibitor 


— i • r-rqr: 

ornithine decarboxylase antizyme inhibitor 


3611 


17567 


NM_022672 


h, gg, hh 


ribosomal protein S14 


ribosomal protein S14 


3613 


24564 


NM_022676 


LL 

DO 


protein phosphatase 1, 
regulatory (inhibitor) subunit 1 A 


protein phosphatase 1 , regulatory (inhibitor) 
subunit 1A 


3617 


17729 




h, v, x 


ribosomal protein L28 


ribosomal protein L28 


3621 


24344 


NM_022701 


pp 


flotillin 1 


flotillin 1 


3630 


24838 


NM 022924 


tt 


coagulation factor II 


coagulation factor II 


3635 


19669 


NMJ322944 


X 


SH2-containing inositol 
phosphatase 2 


SH2-containing inositol phosphatase 2 


3641 


15727 


NMJ)22953 


g 


Slitl 


Slitl 


O04f 




NM_023950 


u 


RAB7, member RAS oncogene 
family 


RAB7, member RAS oncogene family 


3649 


21238 


mm 09412*5 


t ff 

I, 11 


I k/pr flf*fi\/atinn nrntpin (\ AP 

also NF-IL6, nuclear factor-IL6, 
previously designated TCF5) 


1 i\/pr arfivatinn nlmtpin /I AP atari NF-li fi 

nuclear factor-IL6, previously designated 
TCF5) 


3649 


21239 


NMJ)24125 


d, l,z 


Liver activating protein (LAP, 
also NF-IL6, nuclear factoNL6, 
previously designated TCF5) 


Liver activating protein (LAP, also NF-IL6, 
nuclear factor-IL6, previously designated 
TCF5) 
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3650 , 


352 


MMJ24127 J 


3, General I 
i 


DNA-damage-inducible 
ranscript 1 


DNA-damage-inducible transcript 1 


3650 


353 


MM_024127 


n, z, 

General, i 
ee, kk, qq, 

WW 


DNA-damage-inducible 
ranscript 1 


DNA-damage-inducible transcript 1 


3650 


354 I 


NM_024127 


n,r, 

General, 
qq, w 


DNA-damage-inducible 
transcript 1 


DNA-damage-inducible transcript 1 




17226 


NMJ24131 


b.ff, w 


D-dopachrome tautomerase 


D-dopachrome tautomerase 


3652 


17227 


NMJ324131 


b,f,ff,w 


D-dopachrome tautomerase 


D-dopachrome tautomerase 


OUJO 




NMJ24132 


c,kk 


fatty acid amide hydrolase 


fatty acid amide hydrolase 




1 


NM_024134 


f, I. o, p, q, 
General, 
cc, dd, kk, 
II, qq 


DNA-damage Inducible 
transcript 3 


DNA-damage inducible transcript 3 


?R5fi 

oooo 


1R7R 


NM_0241 38 


CC 


guanine nucleotide binding 
protein (G protein), gamma 7 
subunit 


guanine nucleotide binding protein (G 
protein), gamma 7 subunit 


3657 


20801 


NM_024148 


m, cc, oo, 

UU, WW 


apurinic/apyrimidinic 
endonuclease 1 


apurinic/apyrimidinic endonuclease 1 


3661 


561 


NM_024156 


nn 


annexin VI 


annexin VI 






NM_024157 


a, General, 
uu, w 


complement factor I 


complement factor I 


3664 


4655 


NM.024346 


u 


Scgn10 like-protein 


ScgnIO like-protein 


OUUJ 


177R4 


NM 024351 


h, I, w, uu 


heat shock 70kD protein 8 


heat shock 70kD protein 8 


^RRS 

OUUJ 


17765 

Iff UvF 


NM_024351 


I 


heat shock 70kD protein 8 


heat shock 70kD protein 8 


3667 


15350 


NM_024356 


p 


GTP cyclohydrolase 1 


GTP cyclohydrolase 1 


ouuo 




NM_024359 


a, m 


hypoxia inducible factor 1, alpha 
subunit 


hypoxia inducible factor 1, alpha subunit 


^fifift 

JUvU 


1148 


NM_024359 


a 


hypoxia inducible factor 1, alpha 
subunit 


hypoxia inducible factor 1, alpha subunit 


3670 


20772 


NM_D24363 


C, V, 00 


heterogeneous nuclear 
ribonucleoproteins 
methyltransferase-like 2 (S. 
cerevisiae) 


heterogeneous nuclear ribonucleoproteins 
methyltransferase-like 2 (S. cerevisiae) 


3673 


20380 


NMJ)24381 


0 


Glycerol kinase 


Glycerol kinase 


3681 


19993 


NM_024398 


O, XX 


mitochondrial aconitase (nuclea 
aco2 gene) 


r mitochondrial aconitase (nuclear aco2 gene) 


3685 


1835 


NMJ24483 


e 


adrenergic receptor, alpha 1d 


adrenergic receptor, alpha 1d 


3686 


21039 


NMJJ24484 


ii 


aminolevulinic acid synthase 1 


aminolevulinic acid synthase 1 


3697 


1928 


NM_030872 


z, General 
ee, kk 


pyruvate dehydrogenase kinase 
2 subunit p45 (PDK2) 


pyruvate dehydrogenase kinase 2 subunit 
p45 (PDK2) 


3699 


17377 


NMJ)30989 


j) 


Tumor protein p53 (Li-Fraumen 
syndrome) 


Tumor protein p53 (Li-Fraumeni syndrome) 
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3706 


91 


NMJ>31006 


II 


adenosine deaminase RNA- 
specific 


adenosine deaminase RNA-specific 


3710 


15682 


NM_031011 


a 


S-Adenosylmelhionine 
decarboxylase 1 


S-Adenosylmethionine decarboxylase 1 


3710 


15683 


NM_031011 


kk, oo 


S-Adenosyimethionine 
decarboxylase 1 


S-Adenosylmethionine decarboxylase 1 


3712 


15700 


NMJ331013 


k 


liver multidrug resistance- 
associated protein 6 


liver multidrug resistance-associated protein 
6 


3721 


626 


NMJ31032 


b, h, m, s, 
x, General, 
dd, oo 


glia maturation factor beta 


glia maturation factor beta 


3733 


7351 


NM_031059 


9 


homeo box, msh-like 1 


homeo box, msh-like 1 


3734 


400 


NM_031062 


j, WW 


mevalonate pyrophosphate 
decarboxylase 


mevalonate pyrophosphate decarboxylase 


3735 


21701 


NM 031063 


i 


mevalonate kinase 


mevalonate kinase 


3736 


11849 


NM_031065 


General, II 


ribosomal protein L10a 


ribosomal protein L1 Oa 


3744 


1376 


NM_031094 


a 


Retinoblastoma-related gene 


Retinoblastoma-related gene 


3749 


20462 


NMJJ31102 


h, m 


ribosomal protein L18 


ribosomal protein L18 


3751 


19268 


NM_0311G4 


gg. hh 


ribosomal protein L22 


ribosomal protein L22 


3757 


24615 


NMJ)31112 


General 


ribosomal protein S24 


ribosomal protein S24 


3759 


1579 


NM.031117 


C, 00, WW 


SNRPN upstream reading 
frame, small nuclear 
ribonucleoparticle-associated 
protein (snRNP) mRNA, clone 
Sm51 


small nuclear ribonucleoparticle-associated 
protein (snRNP) mRNA, clone Sm51 


3775 


16157 


NM.031235 


00 


three-PDZ containing protein 
similar to C. elegans PAR3 
(partitioning defect) 


three-PDZ containing protein similar to C. 
elegans PAR3 (partitioning defect) 


3779 


1857 


NM_031315 


0, XX 


acyl-CoA thioesterase 1, 
cytosoiic 


acyl-CoA thioesterase 1 , cytosoiic 


3780 


15661 


NM_031318 


a, b, m, 
uu, w 


t-complex testis expressed 1 


t-complex testis expressed 1 


3780 


15662 


NM_031318 


m, General 


t-complex testis expressed 1 


t-complex testis expressed 1 


3780 


15663 


NM_031318 


m 


t-complex testis expressed 1 


t-complex testis expressed 1 


3783 


4234 


NM_031330 


m,ff 


argininosuccinate lyase, 
heterogeneous nuclear 
ribonucieoprotein A/B 


heterogeneous nuclear ribonucieoprotein 
A/B 


3793 


15608 


NMJ331355 


n 


mitochondrial voltage 
dependent anion channel 3 


mitochondrial voltage dependent anion 
channel 3 


3795 


24645 


NMJ)31502 


a. d, k, I, 
dd, uu 


Amylase 1 


Amylase 1 


3798 


24410 


NM.031511 


9 


Insulin-like growth factor II 
(somatomedin A) 


Insulin-like growth factor II (somatomedin A) 


3801 


1783 


NM.031521 


00 


Cell adhesion molecule, neural 
(CD56) 


Cell adhesion molecule, neural (CD56) 
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3806 


16047 


NM.031541 


, General, 
II 


CD36 antigen (collagen type 1 
receptor, thrombospondin 
receptor)-like 1 (scavanger 
receptor class B tVDe 1) 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor)-like 1 (scavanger 
receptorclassBtypel) 


3808 


1504 


NM.031544 


a, I, 

General, 
uu 


Adenosine monophosphate 
deaminase 3 


Adenosine monophosphate deaminase 3 


3809 


18389 


NMJJ31545 


gg, hh 


Brain natriuretic factor 


Brain natriuretic factor 


3810 


28 


NM_031546 


v.rr 


Regucalcin 


Regucalcin 


3813 


15411 


NM.031559 


o, y.ff 


Carnitine palmitoyltransferase 1 
alpha, liver isoform 


Carnitine palmitoyltransferase 1 alpha, liver 
isoform 


3814 


18315 


NM_031561 


0 


CD36 antigen (collagen type I 
receptor, thrombospondin 
receptor) 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor) 


3814 


18316 


NMJ31561 


0 


CD36 antigen (collagen type I 
receptor, thrombospondin 
receptor) 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor) 


3814 


18317 


NMJ)31561 


0 


CD36 antigen (collagen type I 
receptor, thrombospondin 
receptor) 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor) 


3814 


18318 


NMJ>31561 


j 


CD36 antigen (collagen type I 
receptor, thrombospondin 
receptor) 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor) 


3814 


18319 


NM.031561 




CD36 antigen (collagen type I 
receptor, thrombospondin 
receptor) 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor) 


3814 


25139 


NMJK31561 


0 


CD36 antigen (collagen type I 
receptor, thrombospondin 
receptor) 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor) 


3815 


16164 


NM_031563 


h, m, n, 
General 


nuclease sensitive element 
binding protein 1 


nuclease sensitive element binding protein 1 


3820 


24219 


NMJ)31579 


n, General 


protein tyrosine phosphatase 
4a1 


protein tyrosine phosphatase 4a1 


3821 


1444 


NM_031583 


WW 


chondroitin sulfate proteoglycan 
6 


chondroitin sulfate proteoglycan 6 


3822 


405 


NM.031587 


f, k, w, cc 


peroxisomal membrane protein 
2, 22kDa 


peroxisomal membrane protein 2, 22 kDa 


3824 


5496 


NM_031589 


e, k, I, m, 
General, 
dd, qq, ss 


glucose-6-phosphatase, 
transport protein 1 


glucose-6-phosphatase, transport protein 1 


3824 


5497 


NM_031589 


a, k, I, qq 


glucose-6-phosphatase, 
transport protein 1 


glucose-6-phosphatase, transport protein 1 


3826 


21843 


NM.031594 


e, ee, tt, 

WW 


purinergic receptor P2X, ligand- 
gated ion channel 4 


purinergic receptor P2X, ligand-gated ion 
channel 4 


3829 


19344 


NMJ)31603 


ee 


tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase 
activatioprotein, epsilon 
DolvpeDtide 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase activatioprotein, epsilon 
polypeptide 
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ID 

NO. 
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No. 


Vlodel I 
Zode 
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Uhigene Sequence Cluster Title v : 


3832 


11296 


NM.031606 I 


b, m, 
General, 

□O, WW, XX 


phosphatase and tensin 
homolog (mutated in multiple 
advanced cancers 1) 


phosphatase and tensin homolog (mutated 
n multiple advanced cancers 1) 


3832 


11297 


NMJ)31606 


ss 


phosphatase and tensin 
homolog (mutated in multiple 
advanced cancers 1) 


phosphatase and tensin homolog (mutated 
in multiple advanced cancers 1) 


3833 


19023 


NMJ331609 


GC 


Neuroblastoma, suppression of 
tumorigenicity 1 (DNA segment 
human D1S1733E) 


Neuroblastoma, suppression of 
tumorigenicity 1 (DNA segment human 
D1S1733E) 


3834 


12132 


NM.031612 


SS 


apelin 


apelin 


3835 


24235 


NM_031614 


uu 


thioredoxin reductase 1 


thioredoxin reductase 1 


3836 


1925 


NM 031616 




zinc finger protein 265 


zinc finger protein 265 


3840 


15767 


NM.031623 


n, y, z, 

General, 

dd 


growth factor receptor bound 
protein 14 


growth factor receptor bound protein 14 


3842 


20940 


NM.031629 


y, nn 


proteasome (prosome, 
macropain) subunit, beta type, 4 


proteasome (prosome, macropain) subunit, 
beta type, 4 


3842 


20941 


NMJ)31629 


bb 


proteasome (prosome, 
macropain) subunit, beta type, 4 


proteasome (prosome, macropain) subunit, 
beta type, 4 


3842 


20942 


NM_031629 


mm 


proteasome (prosome, 
macropain) subunit, beta type, 4 


proteasome (prosome, macropain) subunit, 
beta type, 4 


3844 


6554 


NMJ)31640 


f 


plasma glutamate 
carboxypeptidase 


plasma glutamate carboxypeptidase 


3847 


18368 


NM_031648 


k 


FXYD domain-containing ion 
transport regulator 1 


FXYD domain-containing ion transport 
regulator 1 - 


3847 


18369 


NMJ)31648 


s 


FXYD domain-containing ion 
transport regulator 1 


FXYD domain-containing ion transport 
regulator 1 


3849 


866 


NMJ)31657 


gg, hh, pp 


G protein-coupled receptor 
kinase 6 


G protein-coupled receptor kinase 6 


3851 


24881 


NMJ331663 


pp 


solute carrier family 18 
(vesicular monoamine), member 
3 


solute carrier family 18 (vesicular 
monoamine), member 3 


3853 


5358 . 


NMJ)31675 


t, ee, mm 


Actinin, alpha 4 


Actinin, alpha 4 


3855 


15823 


NM_031680 


g 


pyrimidinergic receptor P2Y, G- 
protein coupled, 4 


pyrimidinergic receptor P2Y, G-protein 
coupled, 4 


3858 


1004 


NM__031685 


m, x, dd 


golgi SNAP receptor complex 
member 2 


golgi SNAP receptor complex member 2 


3861 


21575 


NM.031698 


XX 


ribophorin II 


ribophorin II 


3863 


20404 


NM 031700 


General 


claudin 3 


claudin 3 


3863 


20405 


NM_031700 


a. I, 

General, 
cc, ss 


claudin 3 


claudin 3 


3865 


811 


NM_031705 


c,s, 

General, II 


dihydropyrimidinase 


dihydropyrimidinase 


3865 


812 


NM.031705 


S, 00 


dihydropyrimidinase 


dihydropyrimidinase 
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NO. 
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3866 


16204 


NM_031706 


,x, 

General 


ribosomal protein S8 


ribosomal protein S8 


3867 


18055 


NM_031707 


nri 


RuvB-like protein 1 


RuvB-like protein 1 


3867 


18056 


NM_031707 


c 


RuvB-like protein 1 


RuvB-like protein 1 i 


3869 


21693 


NM 031714 


P.tt 


heat-responsive protein 12 


heat-responsive protein 12 


3870 


1339 


NM_031715 


e.bb 


phosphofructokinase, muscle 


phosphofructokinase, muscle 


3871 


19049 


NMJ)31719 


e 


chloride channel, nucleotide- 
sensitive, 1A 


chloride channel, nucleotide-sensitive, 1A 


3871 


19050 


NM_031719 


e,p 


chloride channel, nudeotide- 
sensitive, 1A 


chloride channel, nucleotide-sensitive, 1 A 


3873 


23883 


NM_031731 


n, General, 
ee 


alcohol dehydrogenase family 3, 
subfamily A2. 


alcohol dehydrogenase family 3, subfamily 
A2 


3873 


23884 


NM_031731 


ii 


alcohol dehydrogenase family 3, 
subfamily A2 


alcohol dehydrogenase family 3, subfamily 
A2 


3876 


1214 


NM_031741 




nuclear receptor subfamily 1 , 
group H, member 4, solute 
carrier family 2 (facilitated 
glucose transporter), member 5, 
svnaotoianln 2 bindina Drotein 


solute carrier family 2 (facilitated glucose 
transporter), member 5 


3881 


11611 


NM_031756 


w 


gamma-glutamyl carboxylase 


gamma-glutamyl carboxylase 


3887 


16115 


NM.031775 


bb 


caspase 6 


caspase 6 


3895 


15864 


NM_031797 


X 


Kangai 1 (suppression of 
tumorigenicity 6, prostate; CD82 
antigen (R2 leukocyte antigen, 
antigen detected by monoclonal 
and antibodv IA41V 


ESTs, Kangai 1 (suppression of 
tumorigenicity 6, prostate; CD82 antigen (R2 
leukocyte antigen, antigen detected by 
monoclonal and antibody 1A4)) 


3903 


22321 


NM.031832 


General, 
ss 


lectin/galactose binding, soluble 

3 


lectin, galactose binding, soluble 3 


3913 


16726 


NM_031855 


General, 
dd 


Ketohexokinase 


Ketohexokinase 


3915 


19190 


NMJ31969 


s 


Calmodulin 1 (phosphorylase 
kinase, delta) 


Calmodulin 1 (phosphorylase kinase, delta) 


3915 


19193 


NMJ31969 


I, dd 


Calmodulin 1 (phosphorylase 
kinase, delta) 


Calmodulin 1 (phosphorylase kinase, delta) 


3915 


19195 


NMJ)31969 


c 


Calmodulin 1 (phosphorylase 
kinase, delta) 


Calmodulin 1 (phosphorylase kinase, delta) 


3915 


19196 


NM_031969 


rr 


Calmodulin 1 (phosphorylase 
kinase, delta) 


Calmodulin 1 (phosphorylase kinase, delta) 


3915 


25802 


NM_031969 


c, X 


Calmodulin 1 (phosphorylase 
kinase, delta) 


Calmodulin 1 (phosphorylase kinase, delta) 


3917 


16865 


NM_031973 


a, cc, uu 


dipeptidyl peptidase 7 


dipeptidyl peptidase 7 


3918 


17075 


NMJJ31974 


I, General, 
kk, II, ss 


dathrin light chain 


clathrin light chain 


3920 


17601 


NM_031976 


WW 


5'-AMP-activated protein kinase 
beta subunit 


, 5-AMP-activated protein kinase, beta 
subunit 
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3921 


15470 


NM.031978 


j, mm 


26S proteasome, subunit p1 1 2 


26S proteasome, subunit p1 1 2 . 


3924 


18501 


NMJJ31984 


s f v, mm, i 

XX 


cerebellar Ca-binding protein, 
spot 35 protein 


cerebellar Ca-binding protein, spot 35 
protein 


3927 


20554 


NM_031987 


0 


carnitine O-octanoyitransferase 


carnitine O-octanoyltransferase 


3927 


20555 


NMJ)31987 


0 


carnitine O-octanoyltransferase 


carnitine O-octanoyltransferase 


3928 


18640 


NM.032057 


p, ee 


Inositol (myo)-1(or4)- 
monophosphatase 1 


Inositol (myo)-1(or 4)-monophosphatase 1 


3932 


590 


NMJB2080 


b, c, m, kk 


glycogen synthase kinase 3 
beta 


glycogen synthase kinase 3 beta 


3932 


591 


NMJ)32080 


b, c, 1, Z, 
General, tt, 
w 


glycogen synthase kinase 3 
beta 


glycogen synthase kinase 3 beta 


3935 


17474 


NMJ)32614 


u 


thioredoxin-like 2 


thioredoxin-like 2 


3937 


20490 


NM_032617 


II 


RAB11B, member RAS 
oncogene family 


RAB11B, member RAS oncogene family 


3943 


1409 


NM_033349 


U 


Hydroxyacyl glutathione 
hydrolase 


Hydroxyacyl glutathione hydrolase 


3944 


12363 


NMJ33351 


00 


Fc fragment immunoglobulin G 
receptor 


Fc fragment immunoglobulin G receptor 


3944 


12364 


NMJ33351 


0 


Fc fragment immunoglobulin G 
receptor 


Fc fragment immunoglobulin G receptor 


3946 


23895 


NM_033485 


tt 


Prostate apoptosis response 
protein 4 


Prostate apoptosis response protein 4 


3948 


1423 


NM_052801 


mm 


von Hippel-Lindau syndrome 


von Hippel-Lindau syndrome 


3948 


1424 


NM 052801 


WW 


von Hippel-Lindau syndrome 


von Hippel-Lindau syndrome 


3950 


25024 


NM_052809 


b, o, w 


cytosolic cysteine dioxygenase 
1 


cytosolic cysteine dioxygenase 1 


3950 


15028 


NM_052809 


b, qq, w 


cytosolic cysteine dioxygenase 
1 


cytosolic cysteine dioxygenase 1 


3951 


412 


NM 053288 


y 


Orosomucoid 1 


Orosomucoid 1 


3953 


1524 


NM_053293 


General 


Glutathione S-transferase 1 
(theta) 


Glutathione S-transferase 1 (theta) 


3954 


1187 


NM__053295 


t 


Gaipastatin 


Calpastatin 


3956 


15749 


NMJ)53309 


cc 


homer, neuronal immediate 
early gene, 2 


homer, neuronal immediate early gene, 2 


3956 


15750 


NMJ53309 


e 


homer, neuronal immediate 
early gene, 2 


homer, neuronal immediate early gene, 2 


3956 


15751 


NM_053309 


X 


homer, neuronal immediate 
early gene, 2 


homer, neuronal immediate early gene, 2 


3957 


17473 


NM_053319 


PP.tt 


dynein, cytoplasmic, light chain 
1 


dynein, cytoplasmic, light chain 1 


3959 


25480 


NM_053329 


X 


insulin-like growth factor binding 
protein, acid labile subunit 


insulin-like growth factor binding protein, 
acid labile subunit 


3962 


14934 


NM_053337 


m, x. II, ww 


r Msx-interacting-zinc finger 


Msx-interacting-zinc finger 


3964 


18949 


NMJ)53345 


f 


general transcription factor lla, 2 
(12kD subunit) 


> general transcription factor lla, 2 (12kD 
subunit) 


3968 


623 


NM 053369 


ii 


transcription factor 4 


transcription factor 4 
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3970 


3844 


NM.053371 




fractured callus expressed 

Udiloulipi I 


fractured callus expressed transcript 1 


3982 


22586 


NM_053469 


a, n, y 


hepcidin antimicrobial peptide 


hepcidin antimicrobial peptide 


3983 


21866 


NM 0*5^479 


e 
o 


UyiUltlllUIIIC Ki UAJLldbtf, oUUUIIIl 

|\/K 

1 VLI 


oyLUL-iuuine u UAiudoe, ouuuiiil ivu 


3990 


2016 


mm 053527 

1 N IVI \J\J\J\J4- 1 _ 


H 
u 


vUuJ ^LjCII UIVIOlUII t-fYLfIC O f O. 

pombe, homolog)-like 


uuuj yucu uivioiuii dymc \j t o. puiuuc, 

homolog)-like 


40M 




MM 0*5^571 


Lr, I, III, 

General 


i cy uLdiL-ii i yette fjiumuiui leyiun 

related protein 


roni i^al^in nono nrrtmnfrvr ron!r»n ratotorl 

leyuudiuiii yene piuiiiuiui teyiuu leidieu 

protein 


4009 




MM fW57fi 


v 


JcIOaiIcUUaIII o 




4004 


21154 


NM_053584 


m, z, dd, 
ee 


golgi SNAP receptor complex 
memoer i 


golgi SNAP receptor complex member 1 






mm n*\^RfY7 


m 


lony-cndiii iduy acia coenzyme 
Aligase5 


long-ciidiij iduy duiu coenzyme a ugase o 


/ini7 


9H94^ 


l\IIVI_AJO»30 10 


IT 


casein Kinase i , aipna i 


casein Kinase i , aipna i . 


4018 


3062 


NM_053617 


a.cc 


carboxypeptidase B2 (plasma) 


carboxypeptidase B2 (plasma) 




yzo 


INIVI_U0«5Ol y 


9 


complement component o, 
receptor 1 


complement component o, receptor i 


4021 


659 


NMJ)53622 


q 


nuclear pore membrane 
glycoprotein \c \ ku 


nuclear pore membrane glycoprotein 121 kD 


4025 


23305 


NM_053638 


jj 


isocitrate dehydrogenase 3 
(NAD+) alpha 


isocitrate dehydrogenase 3 (NAD+) alpha 








g. n 


uyndmin i-ime 


Hi/nomin i lilro 

uynamin i-iii\e 


4038 


13369 


NMJ53742 


V 


phosphotidylinositol transfer 
protein, ueta 


phosphotidylinositol transfer protein, beta 


4039 


10512 


NM_053743 


k, mm 


CDC37 (cell division cycle 37, S. 
ucievioide, nuinuiuyj 


CDC37 (cell division cycle 37, S. cerevisiae, 

hnnnf>lr*n\ 

iiuiiiuiuyj 


4041 


15376 


NM_053747 


x, General, 

ivls 


ubiquilin 1 


ubiquilin 1 




7Q97 


IN IVI \J<Jo f \JsJ 


p t 
e, i 


1 iriP_M-ar»ofv/Ifilnr*r»camino-^. 

uur -iN-dueiyiy luuuoai i hi ic-^- 

epimerase/N- 
dceiyimannosdmuie Kiridbe 


1 inP-M-anotx/Jnli ir*r»camino-9-onimoraco/M- 
uur auciy iyiULrUoaJ i ill ic-^.-t;|jii i icl doc/ Ix 

acetylmannosamine kinase 


4046 


15995 


NM_053769 


r, ff 


protein tyrosine phosphatase, 

nnn-ror^ntnr K/no \ ft 
nun icucjjiui iyuc >u 


protein tyrosine phosphatase, non-receptor 

type? j u 


4046 


15996 


NM.053769 


n.ff.kk 


protein tyrosine phosphatase, 
non-receDtor tvoe 16 


protein tyrosine phosphatase, non-receptor 
type 16 


4046 


15997 


NM_053769 


d, n, r, w, y 


protein tyrosine phosphatase, . 
non-receptor type 16 


protein tyrosine phosphatase, non-receptor 
type 16 


4080 


794 


NM_053902 


1 


kynureninase (L-kynurenine 
hydrolase) 


kynureninase (L-kynurenine hydrolase) 


4082 


17937 


NM_053911 


ss, uu 


pleckstrin homology, Sec7 and 
coiled/coil domains 2 


pleckstrin homology, Sec7 and coiled/coil 
domains 2 


4085 


15857 


NMJJ53948 


b, e, bb, 

00, WW 


polymerase (RNA) II (DNA . 
directed)polypeptide G 


polymerase (RNA) II (DNA 
directed)polypeptide G 


4090 


19991 


NM_053961 


cc 


mitochondrial aconitase (nuclear 
aco2 gene) 


mitochondrial aconitase (nuclear aco2 gene) 
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4108 


22849 


NMJ357099 


c 


proteasome (prosome, 
macropain) subunit, beta type 6 


proteasome (prosome, macropain) subunit, 
beta type 6 


4111 


9527 


NM_057104 


c, q, 

General, jj 


ectonucleotide 

ayrophosphatase/phosphodiest 
erase 2 


ectonucleotide 

pyrophosphatase/phosphodiesterase 2 


4112 


5492 


NM_057105 


e 


UDP giycosyltransferase 1 
family, polypeptide A6 ' 


ESTs, UDP giycosyltransferase 1 family, 
polypeptide A6 


4112 


5493 


NM.057105 


e 


UDP giycosyltransferase 1 
family, polypeptide A6 


ESTs, UDP giycosyltransferase 1 family, 
polypeptide A6 


4112 


15124 


NMJ57105 


jj 


UDP giycosyltransferase 1 
family, polypeptide A6, UDP 
giycosyltransferase 1 family, 
polypeptide A7, UDP- 
glucuronosyltransferase 1 
familv. member 1 


UDP giycosyltransferase 1 family, 
polypeptide A6, UDP giycosyltransferase 1 
family, polypeptide A7, UDP- 
glucuronosyltransferase 1 family, member 1 


4112 


15126 


NM_057105 


y 


UDP giycosyltransferase 1 
family, polypeptide A6, UDP 
giycosyltransferase 1 family, 
polypeptide A7, UDP- 
glucuronosyltransferase 1 
familv. member 1 


UDP giycosyltransferase 1 family, 
polypeptide A6, UDP giycosyltransferase 1 
family, polypeptide A7, UDP- 
glucuronosyltransferase 1 family, member 1 


4112 


15127 


NM_057105 


General, 
mm 


UDP giycosyltransferase 1 
family, polypeptide A6, UDP 
giycosyltransferase 1 family, 
polypeptide A7, UDP- 
glucuronosyitransferase 1 
familv. member 1 


UDP giycosyltransferase 1 family, 
polypeptide A6, UDP giycosyltransferase 1 
family, polypeptide A7, UDP- 
glucuronosyltransferase 1 family, member 1 


4113 


3743 


NMJ)57107 


nn 


fatty acid Coenzyme A ligase, 
long chain 3 


fatty acid Coenzyme A ligase, long chain 3 


4121 


19834 


NMJ357139 


V 


transporter protein; system N1 
Na+ and H+-coupled glutamine 
transporter 


transporter protein; system N1 Na+ and H+- 
coupled glutamine transporter 


4126 


15408 


NM_057197 


rr 


2,4-dienoyl CoA reductase 1, 
mitochondrial 


2,4-dienoyl CoA reductase 1, mitochondrial 


4126 


15409 


NM_057197 


ff, ii, jj 


2,4-dienoyl CoA reductase 1, 
mitochondrial 


2,4-dienoyl CoA reductase 1 , mitochondrial 


4132 


24653 


NMJ)80580 


e 


RAB3D, member RAS 
oncogene family 


RAB3D, member RAS oncogene family 


4133 


17956 


NM_080583 


m, vv 


adaptor-related protein complex 
2, beta 1 subunit 


adaptor-related protein complex 2, beta 1 
subunit 


4133 


17958 


NM_080583 


ff, XX 


adaptor-related protein complex 
2, beta 1 subunit 


adaptor-related protein complex 2, beta 1 
subunit 


4134 


16108 


NM_080585 


d.q.gg, 

hh 


N-ethylmaleimide sensitive 
fusion protein attachment 
protein alpha 


N-ethylmaleimide sensitive fusion protein 
attachment protein alpha 


4134 


16109 


NM_080585 


e.q 


N-ethylmaleimide sensitive 
fusion protein attachment 
protein alpha 


N-ethylmaleimide sensitive fusion protein 
attachment protein alpha 
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4136 


19831 


NMJ380781 


b, q,x, dd 


coatomer protein complex, 
subunit beta 1 


coatomer protein complex, subunit beta 1 


4138 


25693 


NMJ)80783 


U.xx 


galactose-4-epimerase, UDP 


galactose-4-epimerase, UDP 


4139 


25799 


NMJJ80886 


a, f, n, x, 
cc, ff, jj f uu 


sterol-C4-methyi oxidase-like 


sterol-C4-methyl oxidase-like 


4139 


21842 


NMJ)80886 


a, f, jj, pp 


sterol-C4-methyloxidase-like I 


sterol-C4-methyl oxidase-like 


4148 


8167 


NMJ30406 


Q. 11 


Fas-associated factor 1 


Fas-associated factor 1 


4154 


13515 


NMJ30430 


y 


proteasome (prosome, 
macropain) 26S subunit, non- 
ATPase. 9 


proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 9 


4156 


14959 


NM_130734 


h, x, 

General, 
dd, ee 


guanine nucleotide binding 
protein (G protein), beta 
polypeptide 2-like 1 


guanine nucleotide binding protein (G 
protein), beta polypeptide 2-like 1 


4159 


22220 


NMJ 30780 


w 


Alcohol dehydrogenase (class 
I), alpha polypeptide 


Alcohol dehydrogenase (class I), alpha 
polypeptide 


4165 


25730 


NM 133290 


r,t 


zinc finger protein 36 


zinc finger protein 36 


4166 


20879 


NM J 33295 


j 


carboxylesterase 3 


carboxylesterase 3 


4167 


19456 


NMJ 33298 


1. cc, qq, 
uu 


glycoprotein (transmembrane) 
nmb 


glycoprotein (transmembrane) nmb 


4167 


4048 


NM J 33298 


1, cc, qq, 
uu 


glycoprotein (transmembrane) 
nmb 


glycoprotein (transmembrane) nmb 


4167 


4049 


NM_1 33298 


1, cc, tt, uu 


glycoprotein (transmembrane) 
nmb 


glycoprotein (transmembrane) nmb 


4184 


2788 


NM J 33528 


z, ee 


^reimplantation protein 3 


preimplantation protein 3 


4222 


21098 


NM J 34432 


qq 


Angiotensinogen 


Angiotensinogen 


4226 


12215 


NM J 38502 


6 


monoglyceride lipase 


monoglyceride lipase 


4228 


16179 


NM_1 38508 


XX 


Sterol carrier protein 2, liver 


Sterol carrier protein 2, liver 


4228 


16180 


NM J 38508 


h.l, 

General, 
dd, ii.oo 


Sterol carrier protein 2, liver 


Sterol carrier protein 2, liver 


4238 


14822 


NM J 38708 


m, s 


Rab geranylgeranyl transferase 
componenet, subunit beta 


Rab geranylgeranyl transferase 
componenet, subunit beta 


4240 


16248 


NMJ38827 


t, mm 


Solute carrier family 2 a 1 
(facilitated glucose transporter) 
brain 


Solute carrier family 2 a 1 (facilitated glucose 
transporter) brain 


4240 


16249 


NM_1 38827 


P,ff 


Solute carrier family 2 a 1 
(facilitated glucose transporter) 
brain 


Solute carrier family 2 a 1 (facilitated glucose 
transporter) brain 


4240 


16250 


NM J 38827 


mm 


Solute carrier family 2 a 1 
(facilitated glucose transporter) 
brain 


Solute carrier family 2 a 1 (facilitated glucose 
transporter) brain 


4240 


16251 


NM J 38827 


mm 


Solute carrier family 2a 1 
(facilitated glucose transporter) 
brain 


Solute carrier family 2 a 1 (facilitated glucose 
transporter) brain 


4241 


16400 


NM_1 38828 


m, x 


Apolipoprotein E, 


Apolipoprotein E, j 


4271 


17203 


NM J 39099 


PP 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, 
epsilon subunit 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, epsilon subunit 
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SEQ ( 
ID I 
NO. 


3LGC I 
D NO. i 

. . :\. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model , I 
Code 


<nown Gene Name I 


Unigene Sequence Cluster Title 

• "J- ■■ ■ "" . y . 


4271 


17204 


NNM39099 


p, x, mm 


MP synthase, H+ transporting, 
mitochondrial F1 complex, 
epsilon subunit 


MP synthase, H+ transporting, 
mitochondrial F1 complex, epsilon subunit 


4272 


17549 


NMJ39100 


m, ee . 


solute carrier family 25 
mitochondrial carrier; adenine 
nucleotide translocator), 
member 3 


solute carrier family 25 (mitochondrial 
carrier; adenine nucleotide translocator), 
member 3 


4311 


1382 


NMJ47177 


c, e, dd 


RuvB-like protein 1 


RuvB-like protein 1 


4326 


5624 


R47122 


bb, cc 


Hbronectin 1 


Fibronectin 1 


4335 


1471 


S68809 


e 


S100 calcium binding protein A1 


ESTs, Highly similar to S10A.RAT S-100 
protein, alpha chain fR.norvegicus] 


4351 


20431 


S81448 


qq, xx 


Steroid-5-alpha-reductase, 
alpha polypeptide 1 (3-oxo-5 
alpha-steroid delta 4- 
dehydroqenase alpha 1) 


Steroid-5-alpha-reductase, alpha 
polypeptide 1 (3-oxo-5 alpha-steroid delta 4- 
dehydrogenase alpha 1) 


4363 


16675 


U17565 


WW 


mini chromosome maintenance 
deficient 6 (S. cerevisiae) 


mini chromosome maintenance deficient 6 
IS. cerevisiae) 


4377 


15851 


U42719 


w 


Complement component 4 


Complement component 4 


4378 


19543 


U44948 


WW 


cysteine-rich protein 2 


cysteine-rich protein 2 


4390 


1715 


U72660 


o, mm 


Ninjurin 


Ninjurin 


4404 


818 


X02291 


a, s, ff, qq, 
ttuu 


Aldolase B, fructose- 
biphosphate 


Aldolase B, fructose-biphosphate 


4408 


20715 


X07259 


O, XX 


Cytochrome P450, subfamily 
IVB, polypeptide 1 . 


Cytochrome P450, subfamily IVB, 
polypeptide 1 


4412 


20597 


X12459 


b.ff 


Arginosuccinate synthetase 1 


Arginosuccinate synthetase 1 


4421 


575 


X15734 


a, I 


S - adenosylmethionine 
synthetase 


S - adenosylmethionine synthetase 


4429 


20427 


X53378 


General, II 


ribosomal protein S13 


ribosomal protein S13 


4439 


25702 


X58465 


I 


Ribosomal protein S5 


Ribosomal protein S5 j 


4439 


10109 


X58465 


h, I, ee, II 


Ribosomal protein S5 


Ribosomal protein S5 


4483 


19694 


Z48444 


ee 


A disintegrin and 
metalloprotease domain 
(ADAM) 10 


A disintegrin and metalloprotease domain 
(ADAM) 10 


4484 


15569 


Z78279 


bb 


procollagen, type 1, alpha 1 


procollagen, type I, alpha 1 


63 


20995 


AA799724 


General 


HMm:RNA polymerase 1-3 (16 
kDa subunit) 


ESTs, Highly similar to RPA9JVIOUSE DNA- 
directed RNA polymerase 1 16 kDa 
polypeptide (RPA1 6) IMmusculusl 


63 


20996 


AA799724 


b,f, 

General, 
kk. nn, qq 


HMm:RNA polymerase 1-3 (16 
kDa subunit) 


ESTs, Highly similar to RPA9_MOUSE DNA- 
directed RNA polymerase 1 16 kDa 
polypeptide (RPA16) fM.musculusl 


416 


14138 


AA859700 


p, General 


HMmrprotoporphyrinogen 
oxidase 


ESTs, Highly similar to PPOXJWOUSE 
PROTOPORPHYRiNOGEN OXIDASE 
(PPO) fM.musculus] 
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SEQ ( 
ID I 

NO. v 


5LGC ( 
DhiO. > 
\ 
I 


BenBank P 
\cc. or . ( 

tefSeqiO^. 
46. 


Aodel \ 
)ode 


(nown Gene Name s-V./l 


Jnigene Sequence Cluster Title : : 


464 ' 


I 6074 / 


M874874 t 


I 


HMnralcohol dehydrogenase 5 1 

i 
1 


ESTs, Highly similar to ADHX_RAT 
ALCOHOL DEHYDROGENASE CLASS 111 
ALCOHOL DEHYDROGENASE 2) 
GLUTATHIONE-DEPENDENT 
FORMALDEHYDE DEHYDROGENASE) 
(FDH) (FALDH) (ALCOHOL 
DEHYDROGENASES fR.norveaicusI 


480 


20389 


AA875045 ( 


DO 

• 


HMm:phosphodiesterase 6D, 
cGMP-specific, rod, delta 


ESTs, Highly similar to CNRD_MOUSE 
Retinal rod rhodopsin-sensitive cGMP 3\5- 
cyciic phosphodiesterase delta-subunit 
(GMP-PDE deltas fM.musculusl 


483 


21589 


AA875084 


y,nn 


HMm:transducin-like enhancer 
of split 1, homolog of Drosophila 

E(SDl> 


ESTs, Highly similar to TLE4_RAT 
Transducin-like enhancer protein 4 (ESP2 
protein) fR.norvepicusl 






AA891690 


M 


HMmitumor necrosis factor 
ligand) superfamily, member 13 


ESTs, Highly similar to tumor necrosis 
factor (ligand) superfamily, member 13 [Mus 
musculusl fM.musculusl 


uuo 


11997 


AA892828 


II 


HMm:pyruvate dehydrogenase 
(lipoamide) beta 


ESTs, Highly similar to S1 5892 pyruvate 
dehydrogenase (lipoamide) (EC 1.2.4.1) 
beta chain - rat IR.norvegicus1 


1 \J\J 


17754 


M893246 


a, w 


HMm:ATPase, H+ transporting, 
lysosomal 34kD, V1 subunit D 


ESTs, Highly similar to VATD_MOU.SE 
Vacuolar ATP synthase subunit D (V- 
ATPase D subunit) (Vacuolar proton pump D 
subunit) (V-ATPase 28 kDa accessory 
Drotein) rM.musculusl 


1076 


24289 


AA955986 


t 


HMm:galactokinase 


ESTs, Highly similar to GAL1_MOUSE 
Galactokinase (Galactose kinase) 
[M.musculusl 




12000 


AA957319 


bb 


HMm:pyruvate dehydrogenase 
(lipoamide) beta 


ESTs, Highly similar to S15892 pyruvate 
dehydrogenase (lipoamide) (EC 1 .2.4.1 ) 
beta chain - rat Rnorvegicusl 


1126 


2308 


AA964227 


I, General 


HMm:methylenetetrahydrofolate 
dehydrogenase (NAD+ 
dependent), 

methenyltetrahydrofolate 
cyclohydrolase 


ESTs, Highly similar to A33267 
methylenetetrahydrofolate dehydrogenase 
(NAD+) (EC 1.5.1.15)/ 
methenyltetrahydrofolate cyclohydrolase (EC 
3.5.4.9) precursor - mouse [M.musculus] 


1284 


20214 


AF091567 


XX 


olfactory receptor 41 


olfactory receptor 41 


1285 


20236 


AF091570 


cc 


olfactory receptor 41 


olfactory receptor 41 


1286 


25222 


AF091574 


g 


olfactory receptor 41 


olfactory receptor 41 


1336 


15452 


AI009484 


s 


HMm:gelsolin 


ESTs, Highly similar to GELS J/IOUSE 
Gelsolin (Actin-depolymerizing factor) (ADF) 
(Brevin) fM.musculusl 


1456 


21302 


AI013297 


0 


HMm:NADH dehydrogenase 
(ubiquinone) Fe-S protein 4 


ESTs, Moderately similar to NADH 
dehydrogenase (ubiquinone) Fe-S protein 4; 
NADH dehydrogenase (ubiquinone) Fe-S 
protein 4 (18 kDa) [Mus musculus] 
fM.musculusl 



03065993A2 I > 



WO 03/065993 



PCT/US03/03482 



101 



TABLE 1 , 




7. 




: Attorney Docket No. 44921 -51 1 3WO 
Document No. 1926271.2 
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NO. 
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D NO. j 


SenBank 1 
toe. or < 
RefSeqID 
No. 


Vlodel I 
Sode 


<nown Gene Name 


Unigene Sequence Cluster Title 


1565 ■ 


7935 


AI043945 


General 


HMm:ferrochelatase 


ESTs, Highly similar to A37972 
ferrochelatase (EC 4.99.1 .1 ) precursor - 
mouse fM.musculus] 


1809 


9421 . 


AI072885 


PP 


HMnv.inositol polyphosphate-1- 
phosphatase 


ESTs, Moderately similar to INPPJVIOUSE 
Inositol polyphosphate 1 -phosphatase 
(IPPase) (IPP) [M.musculusl 


2020 


23788 


AI137176 


ss 


HMm:alpha-N- 
acetylglucosaminidase 
Sanfilippo disease IIIB) 


ESTs, Moderately similar to alpha-N- ! 
acetylglucosaminidase (Sanfilippo disease 
IIIB); alpha-N-acetylglucosaminidase, 
lysosomal TMus musculusl [M.musculusl 


2259 


5876 


AI176117 


00 


HMm:pyruvate dehydrogenase 
lipoamide)beta 


ESTs, ESTs, Highly similar to S1 5892 
pyruvate dehydrogenase (lipoamide) (EC 
1.2.4.1) beta chain - rat fRnorvegicusl 


2387 


4279 


AI178808 


k 


HMm.interleukin 2 receptor, 
gamma chain 


ESTs, Highly similar to I49280 interleukin-2 
receptor gamma chain precursor - mouse 
[M.musculusl 


2689 


16781 


AI234527 


II, qq 


HMm:glutathione S-transferase, 
alpha 4 


ESTs, Highly similar to S23433 glutathione 
transferase (EC 2.5.1 .1 8) 8 - rat 
fRnorvegicusl 


2860 


20082 


AI639488 


h,r, 

General, ii 


HMm:transformed mouse 3T3 
cell double minute 2 


ESTs, Highly similar to A42772 mdm2 
protein - rat (fragments) [R.norvegicus] 


2878 


14882 


D00362 


w, II, rr 


Esterase 2 


Esterase 2 


2928 


4378 


H32966 


y 


HMm:Tnf receptor-associated 
factor 2 


ESTs, Highly similar to I61512TNF receptor 
associated factor 2 - mouse [M.musculus] 


2997 


14881 


M20629 


j, dd, I! 


Esterase 2 


Esterase 2 


3034 


1379 


M83676 


qq, w 


RAB12, member RAS oncogene 
family 


RAB1 2, member RAS oncogene family 


3183 


18694 


NM_012931 


mm 


v-crk-associated tyrosine kinase 
substrate 


v-crk-associated tyrosine kinase substrate 


3194 


709 


NMJM2968 


h 


Interleukin 1 receptor accessory 
protein 


Interleukin 1 receptor accessory protein 


3204 


9917 


NM_012993 


qq 


N-arginine dibasic convertase 1 


N-arginine dibasic convertase 1 


3204 


9918 


NM.012993 


II 


N-arginine dibasic convertase 1 


N-arginine dibasic convertase 1 


3207 


24718 


NM_013003 


tt 


Phosphatidylethanolamine N- 
methyltransferase 


Phosphatidylethanolamine N- 
methyltransferase 


3223 


14421 


NMJM3053 


0 


Tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, theta oolvDeDtide 


Tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase activation protein, theta 
polypeptide 


3313 


923 


NM_017076 


f, I, n, p, 
kk, xx 


Tumor-associated glycoprotein 
pE4 


Tumor-associated glycoprotein pE4 


3361 


18050 


NM.017204 


nn 


microtubule-associated protein 
6 


microtubule-associated protein 6 


3399 


707 


NM_017293 


b 


kinase interacting with leukemia 
associated qene fstathmin) 


- kinase interacting with leukemia-associated 
gene (stathmin) 
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NO. 


5LGC G 
D NO. 4 
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ienBank ft 
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lo. 


lodel IK 
lode I 

■ ■"" 


inown Gene Name r %1 U 

; \ •' ' • : . 


nigene Sequence Cluster Title 

. ' " : • . 




4^9 h 


JM.019277 n 


a, ss S 


>EC15 homolog (S. cerevisiae) S 


JEC15 homolog (S. cerevisiae) 


3562 6 


195 h 


JM.022388 y 


c 


,orticosteroid-induced protein c 


orticosteroid-induced protein 


'tflfiq f 


1879 1^ 


4MJJ24360 l 


i Y 
( 


lairy and enhancer of split 1 , f- 
Drosophila) 


lairy and enhancer of split 1 , (Drosophila) 


OOO 1 J 


/f 1 


v!M_031605 c 


X ( 


cytochrome P450,4a10 c 


cytochrome P450,4a10 


3860 ' 


16664 f 


sJMJ)31695 \ 


t S 


jialyltransferase 5 s 


iialyltransferase 5 


OODO 


lUi? IO I 


s]MJ)31709 ) 
( 


c, z, ee, i 
M. hh, II 


ibosoma! protein S1 2 f 


ibosomal protein S12 


3955 . 


20235 I 


MMJ353302 I 


Db 


adrenomedullin receptor 


ESTs, Weakly similar to dual-specificity 
phosphatase FMus musculusl [M.musculus] 


4117 


1888 . 


NM.057130 


n.bb 


BH3 interacting (with BCL2 
family) domain, apoptosis 
aqonist 


BH3 interacting (with BCL2 family) domain, 
apoptosis agonist 


4185 


1394 


NM J 33536 


1, V, XX 


RAB3C, member RAS 
oncoqene family 


RAB3C, member RAS oncogene family 


4305 


1448 


NMJ45783 


00 


HMmxytochrome c oxidase, 
ubunitVa 


Rat CoxVa mRNA for mitochondrial 
cytochrome c oxidase subunit Va 


4353 


13520 


S87522 


c 


HMm:ieukotriene A4 hydrolase 


ESTs, Highly similar to S20444 leukotriene- 
A4 hydrolase (EC 3.3.2.6) - rat 
[R.norveqicus1 




lOf OU 


X62660 


b, m, qq, 
w 


HMmrglutathione S-transferase, 
alpha 4 


ESTs, Highly similar to S23433 glutathione 
transferase (EC 2.5.1 .1 8) 8 - rat 
[Rnorveqicusl 


6 


6049 


AA685178 


a, General, 
cc, IT 




ESTs, Highly similar to T30827 nascent 
poiypeptide-associated complex alpha chain, 
non-muscle splice form - mouse 
[M.musculus] 


-* e 
10 


ZZD4D 


AA799301 


r 




ESTs, Highly similar to LIGA_MOUSE j 
Liqatin fM.musculus] 


00 
£.£. 


OOO I 


AA799412 


V 




ESTs, Weakly similar to I67424 hERR-2 
homoloq - rat (fragment) fR.norvegicus] 


32 


6505 


AA799499 


p 




ESTs, Moderately similar to RIKENcDNA 
2700033116 [Mus musculusl [M.musculus] 


. 34 


16942 


AA799520 


ee 




ESTs, Highly similar to ITMB J/IOUSE 
Integral membrane protein 2B (E25B 
protein) [M.musculus! 


35 


21120 


AA799526 


PP 




ESTs, Highly similar to RIKEN cDNA 
1700043E15 [Mus musculusl [M.musculus] 


40 


16959 


AA799550 


u 




ESTs, Moderately similar to kikcn cuina 
9130413122 [Mus musculusl rM.musculus] 


52. 


20093 


M799637 


u 




ESTs, Weakly similar to A55071 hydrogen 
peroxide-inducible protein hic-5 - mouse 
fM.musculusl 


53 


18226 


AA799641 


u, rr, ss 




ESTs, Moderately similar to I53063 testicular 
tumor overexpressed protein - mouse 
[M.musculusl 
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SEQ ( 
ID I 

NO. 


3LGC < 
D NO. i 


SenBank I 
tec. or r ; < 
RefSeq ID 
No. 


Vlodet 1 
Dode 


<nown Gene Name I 


llmgene Sequence Cluster Title 


76 


18880 


AA799801 


bb, ii 




ESTs, Moderately similar to predicted gene 
ICRFP703B1614Q5.6; 
IGRFP703N2430Q5.6; C11orf17 [Mus 
musculusl fM.musculusl 


87 


18378 


AA799888 


bb 




ESTs, Highly similar to nuclear localization 
signal protein absent in velo-cardio-facial 
patients [Mus musculusl [M.musculus] 


90 


15011 


AA799893 


1, s f z, kk, 
nn 




ESTs, Highly similar to DDRT helix- 
destabilizing protein - rat [R.norvegicus] 


95 


18881 


AA799992 


a, d 




ESTs, Moderately similar to predicted gene 
ICRFP703B1614Q5.6; 
1CRFP703N2430Q5.6; C1 1orf17 [Mus 
musculusl fM.musculusl 


95 


18883 


AA799992 


a 




ESTs, ESTs, Moderately similar to predicted 
genelCRFP703B1614Q5.6; 
ICRFP703N2430Q5.6; C11orf17 [Mus 
musculusl fM.musculusl 


96 


2098 


AA799995 


J_ 


ribosomal protein L14 


ribosomal protein L14 


106 


21064 


AA800175 


m, ww 




ESTs, Highly similar to JC7136 peptidylprolyl 
isomerase (EC 5.2.1.8) - mouse 
[M.musculusl 


110 


15659 


AA800199 


ss 




ESTs, Weakly similar to B39066 proline-rich 
protein 15 - rat [R.norvegicusl 


116 


18442 


AA800258 


f, pp, WW 




ESTs, Moderately similar to low density 
lipoprotein B [Mus musculusl [M.musculus] 


133 


16463 


AA800663 


k 




ESTs, Highly similar to RAN binding protein 
16 [Mus musculus] [M.musculus] 


158 


22025 


M800849 


ss 




ESTs, Moderately simitar to 08061 62L 
protein URF5-[Mus musculusl [M.musculus] 


168 


23115 


AA801165 


d 


Testis-specific histone 2a 


Testis-specific histone 2a 


175 


1397 


AA817787 


s, General 




ESTs, Highly similar to potassium channel 
modulatory factor DEBT-91; clone DEBT-91 
[Mus musculusl [M.musculusl 


188 


2431 


AA817945 


ff 




ESTs, Highly similar to TBCA_MOUSE 
TUBULIN-SPECIFIC CHAPERONE A 
(TUBULIN-FOLDING COFACTOR A) (CFA) 
(TCP1-CHAPERONIN COFACTOR A) 
FM.musculusl 


193 


2845 


AA818026 


h 




ESTs, Weakly similar to PSD7.MOUSE 26S 
proteasome non-ATPase regulatory subunit 
7 (26S proteasome regulatory subunit S12) 
(Proteasome subunit p40) (Mov34 protein) 
fM.musculusl 


198 


3275 


AA818112 


f, uu 




ESTs, Weakly similar to neugrin; neiirite 
outgrowth associated protein [Mus 
musculusl [M.musculus] 


213 


14123 


AA818554 


9 




R.norvegicus mRNA for tropomyosin isoform 
6 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank - 
Acc. or 
RefSeq ID 
No. 


Model 
Code 


Known Gene Name 


Unigene Sequence Cjuster Title 


225 


4491 


AA818798 


XX 




Rattus norvegicus mRNAfor cathepsin Y, 
Dartial cds 


235 


11978 


AA819129 


b 




ESTs, Moderately similar to S27161 
glutathione transferase (EC 2.5.1 .18) 5 - rat 
R norveoicusl 


237 

cot 




AA819259 


,P 




ESTs, Moderately similar to S31799 
apolipoprotein C2 precursor - mouse 

IVI.I IIUOlsUIUOl 


239 


9000 


AA819318 


r 




ESTs, Highly similar to JC4141 YL-1 protein ■ 

mmi<ip TM mn<%ciilii^1 


crrO 


o i oy 


AA819488 


, General 




ESTs, Weakly similar to B34488 calpain (EC 
3.4.22.17) large chain 3 - rat [R.norvegicus] 


260 


19451 


AA819788 


II 




ESTs, Weakly similar to 28kD interferon 

alnha rp^nnnsivp nrotpin FMn^ miKrtiliKl 

QlfJlia 1 COJJVMOIVC plwldll ^IVIUO UIUOUUIUOJ 

[M.musculusl 


264 


230 | 


AA819870 


uu 




Rattus norvegicus complement C8 beta 
fOflh\ mRNA nartial cd* 


265 


19566 


AA819879 


c 




ESTs, Weakly similar to phosducin-like 
protein 2; protein B [Mus musculus] 
[M.musculusl 






AA819905 


ee 


stearoyl-Coenzyme A 
desaturase 1 


stearovl-Coenzvme A desaturase 1 5 


271 


23759 


AA848402 






ESTs Weaklv similar to A57284 SDermatid 
perinuclear RNA-binding protein Spnr - 
mouse [M.musculusl 


cOc 


774Q 


AA848804 


ii 




ESTs, Highly similar to BTF3JVIOUSE 
Transcription factor BTF3 (RNA polymerase 

R tran^nrintinn fartnr 3\ \M museuli]**! 


306 


18696 


AA849965 


XX 




ESTs Hiahlv similar to M025 MOUSE 
M025 protein fM.musculusl. 


315 


19042 


AA850378 


t 




ESTs, Moderately similar to methyl-CpG 
binding domain protein 2 [Mus musculus] 
fM.musculusl 


317 


13975 


AA850450 


xx 




Rattus norvegicus mRNA for class 1 beta- 
tubulin, complete cds 


323 


16132 


AA850885 


ee 


unknown Glu-Pro dipeptide 
repeat protein 


unknown Glu-Pro dipeptide repeat protein 


327 


2847 


AA850919 . 


cc 




ESTs, Weakly similar to FASJRAT FATTY 
ACID SYNTHASE [INCLUDES: EC 2.3.138; 
EC 2.3.1.39; EC 2.3.1.41; EC 1.1.1.100; EC 
4.2.1.61; EC 1.3.1.10; EC 3.1.2.14] 
fR.norveaicusl 


328 


3924 


AA851017 


ff 




ESTs, Highly similar to molybdenum 
cofactor synthesis 2 [Mus musculus] 
fM.musculusl 


332 


4490 


AA851184 


ii 




Rattus norvegicus mRNA for cathepsin Y, 
partial cds 
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SEQ I 

ID 

NO. 


3LGC I 
D NO. i 


SenBank I 
tec. or V ( 
RefSeq ID 
No. 


Vlodel 

Sode;-; 


Known Gene Name ■ I 


Jnigene Sequence Cluster Title i : ; 


335 


17823 


M851214 


/ 




ESTs, Highly similar to hypothetical protein 
MGC7474 [Mus musculus] [M.musculus] 


338 


19189 


AA851237 


dd 




ESTs, Highly similar to UBPLMOUSE 
Ubiquitin carboxyl-terminal hydrolase 18 
Ubiquitin thiolesterase 18) (Ubiquitin- 
specific processing protease 18) 
Deubiquitinating enzyme 18) (43 kDa 
ubiauitin-SDecific Drotease) [M.musculus! 


346 


883 


AA851347 


t 




ESTs, Highly similar to SNX5JVIOUSE j 
Sorting nexin 5 [M.musculus] 


349 


21489 


AA851443 


e 




ESTs, Weakly similar to I49523 tumor 
necrosis factor alpha-induced protein 2 - 
mouse fM.musculusI 


355 


6687 


AA851739 


General 




ESTs, Highly similar to tousled-like kinase 2 
i Arabidopsis); protein kinase U-alpha; 
Tousled-like kinase (Arabidopsis) [Mus 
musculus! nvi.musculusl 


356 


18697 


AA851776 






ESTs, Highly similar to M025_MOUSE 
M025 protein [M.musculus] 


358 


14292 


AA851791 


c 




ESTs, Weakly similar to CBPJWOUSE 
CREB-binding protein [M.musculus] 


365 


18001 


AA858573 


x, bb, gg, 
hh 


spp-24 precursor 


spp-24 precursor 


375 


6380 


AA858758 


0 




ESTs, Weakly similar to RIKEN cDNA 
1500031019 [Mus musculus] [M.musculus] 


379 


6403 


M858879 


y 




ESTs, Highly similar to proteasome 
(prosome, macropain) 26S subunit, non- 
ATPase, 13; 26S proteasome subunit p40.5 
[Mus musculus] [M.musculus] 


381 


14589 


AA858982 


p.y 




ESTs, Highly similar to LIM only 4 [Mus 
musculus] [M.musculus] I 


382 


16985 


AA858990 


rr 




ESTs, Highly similar to EF1 G JVIOUSE j 
Elongation factor 1-gamma (EF-1-gamma) 
(eEMB gamma) [M.musculus] 


383 


17559 


AA858994 


II 


parathymosiri 


parathymosin 


388 


6440 - 


AA859130 


w, pp 




ESTs, Weakly similar to JC2524 
phosphoprotein phosphatase (EC 3.1.3.16) 
1 A-beta - rat fR.norveqicusl 


396 


15172 


M859362 


P 




ESTs, Highly similar to BAG3_MOUSE BAG- 
family mojecular chaperone regulator-3 (BCL 
2 binding athanogene-3) (BAG-3) (Bcl-2- 
bindina protein Bis) [M.musculusl 


408 


17142 


AA859612 


gg. hh 




EST, Moderately similar to 08061 62J protein 
URF4 [Mus musculus]JM.musculusJ 


434 


22593 


AA859977 


ft 




ESTs, Highly similar to HS9B_RAT Heat 
shock protein HSP 90-beta (HSP 84) 
[R.norveqicusl 
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TABLE 1 






'"V 


Attorney Docket No. .44921 -511 3WO 
.•Document No; 1926271.2 


SEQ 

ID ' >: 

NO. 


GLGC 
DNO. 


SenBank I 
Acc/or 1 ; . I 
RefSeq ID 
No. 


Model 
"ode 


Known Gene Name : 


Uiiigene Sequence Cluster Title 

.. • . * :,: . i'. . ' " ,v 'v ; .'; . 

• ■ J*- • - • 


441 


4222 


AA860024 


1. IT 




ESTs, Highly similar to EF1 G_MOUSE 
Elongation factor 1 -gamma (EF-1 -gamma) 
(eEF-1B qamma) fM.musculusI 


442 


13974 


AA860030 


n. aa. ss 

■i **** 




Rattus norvegicus mRNA for class 1 beta- 
tubulin, complete cds 






AA866482 


r,x 




ESTs, Highly similar to FGD1_MOUSE 
Putative Rho/Rac guanine nucleotide 
PYnhannp fantor (Rhn/Ran GFF^ 
i Faciogenital dysplasia protein homolog) 

A/1 mi icm ill id 


461 


16029 


AA874803 


ss 




ESTs, Moderately similar to 0806162L 
protein URF5 [Mus musculus] [M.musculus] 


470 


16146 


AA874934 


y 




ESTs, Moderately similar to A Chain A, The 
C2b-Domain Of Rabphilin; Structural 
Variations In A Janus-Faced Domain 
|R.norveqicus1 


471 


17303 


AA874990 


u 




ESTs, Weakly similar to RIKEN cDNA 
6330407G11 [Mus musculusl fM.musculusI 


481 


16319 


AA875047 


tt 




ESTs, Highly similar to TCPZJWOUSE T- 
comnlex orotein 1 zeta subunit fTCP-1-zeta^ 
(CCT-zeta) (CCT-zeta-1) [M.musculus] 


504 


15205 


AA875263 


m 




ESTs, Highly similar to microspherule j 
protein 1; nucleolar protein [Mus musculus] 
[M.musculusl 


514 


24470 


AA875523 






ESTs, Highly similar to MLES_RAT Myosin 
light chain alkali, smooth-muscle isoform 
(MLC3SM) [R.norvegicusl 


514 


24471 


AA875523 


y 




ESTs, Highly similar to MLES_RAT Myosin 
light chain alkali, smooth-muscle isoform 
(MLC3SM) [R.norveqicus1 


518 


18911 


AA875615 


s.qq 




ESTs, Highly similar to PMC1_MOUSE 
Polymyositis/scleroderma autoantigen 1 
(Autoantigen PM/Scl1) 
(Polymyositis/scleroderma autoantigen 75 
kDa) (PM/Scl-75) (P75 polymyositis- 
scleroderma overlap syndrome associated 
autoantioen\ fM.musculusI 


521 


2846 


AA875639 


bb, II, rr 




ESTs, Weakly similar to FAS_RAT FATTY 
ACID SYNTHASE [INCLUDES: EC 2.3.1.38; 
EC 2.3.1.39; EC 2.3.1.41; EC 1.1.1.100; EC 
4.2.1.61; EC 1.3.1.10; EC 3.1.2.14] 
fR.norveaicusl 


525 


5384 


AA891041 


vv 


jun B proto-oncogene 


jun B proto-oncogene 


539 


21951 


AA891535 


f. s. pp 




ESTs, Highly similar to hippocampus 
abundant gene transcript 1 [Mus musculus] 
fM.musculusI 
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TABLE 1., 


H- 
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Document No. 1926271.2 


SEQ 

ID 

NO. 


GLGC . 
ID NO. 


GeriBank 
Acc. or 
RefSeqlD 
No. 


Mddel 
Code 


Known Gene Name / y 

"■ .i* ■ . " • - 


Unigene Sequence Cluster Titfe 


542 


17225 


AA891553 


I, nn 




ESTs, Moderately similar to IF37JVIOUSE 
Eukaryotic translation initiation factor 3 
subunit 7 (elF-3 zeta) (e)F3 p66) 
rM.musculusl 


548 


22858 


AA891591 


w 


programmed cell death 8 
(apoptosis-inducing factor) 


programmed cell death 8 (apoptosis- 
inducing factor) 


559 


6535 


AA891746 


r 




ESTs, Highly similar to endothelial 
differentiation-related factor 1; hypothetical 
protein 1-9 [Mus musculusl [M.musculusl 


567 


6967 


AA891810 


PP 




ESTs, Moderately similar to g1 -related zinc 
finger protein [Mus musculus] [M.musculus] 


567 


6968 


M891810 


q, x, ss 




ESTs, Moderately similar to g1 -related zinc 
finger protein [Mus musculus] [M.musculus] 


575 


16023 


AA891872 


w 




ESTs, Highly similar to NNTMJ/IOUSE 
NAD(P) transhydrogenase, mitochondrial 
precursor (Pyridine nucleotide 
transhydrogenase) (Nicotinamide nucleotide 
transhydrogenase) [M.musculus] 


588 


17088 


AA891998 


General, 

CC, 00, uu 




ESTs, Highly similar to JC4978 oxidative 
stress protein A170 - mouse [M.musculus] 


589 


16836 


AA892005 


r 


• 


ESTs, Weakly similar to PGC1_RAT 
Membrane associated progesterone 
receptor component 1 (Acidic 25 kDa 
protein) (25-DX) rR-norveqicusl 


599 


19469 


AA892112 


r 




ESTs, Weakly similar to PRODJvlOUSE 
PROLINE OXIDASE, MITOCHONDRIAL 
PRECURSOR (PROLINE 
DEHYDROGENASE) [M.musculus] 


607 


3427 


AA892246 


nn 




ESTs, Weakly similar to serine/threonine 
kinase 25 (yeast); Ste20-like kinase; 
serine/threonine kinase 25 (Ste20, yeast 
homolog); Yeast Sps1/Ste20-related kinase 
IJMus musculusl [M.musculus! 


618 


18208 


AA892318 


gg, hh 




ESTs, Highly similar to JC7219 nuclear 
protein SR-25 - mouse [M.musculus] 


618 


18209 


AA892318 


r.bb 




ESTs, Highly similar to JC7219 nuclear 
protein SR-25 - mouse [M.musculus] 


627 


23194 


AA892417 


c 


ephrin A1 


ephrin A1 


639 


13160 


AA892531 


f.PP 




ESTs, Weakly similar to B39066 proline-rich 
protein 15 - rat [R.norvegicus] 


640 


15154 


AA892532 


q, x, dd, tt 




R.norvegicus (Wistar).CaBPI mRNA 


641 


17468 


AA892545 


General 




ESTs, Moderately similar to organic cationic 
transporter-like 2 [Mus musculus] 
[M.musculusl 


655 


20065 


AA892647 


c 


germinal histone H4 gene 


germinal histone H4 gene 


660 


4524 


AA892759 


f. s, ff, pp, 
qq.w 


synaptosomal-associated 
protein, 23 kD 


synaptosomal-associated protein, 23 kD 
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TABLE 1 :\ 
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SEQ ( 
ID. I 
NO. 


3LGC , ( 
D NO J 

.1 
1 


BenBank r 
\cc. or ( 
*efSeq ID 
sib. 


tfodel \ 
Zode 


(nown Gene Name I 


Jnigene Sequence Cluster Title 

' ■ "f- ?>w. .' . '"'r ■ 

""Si..' 
' $ ■ 


670 ' 


17581 ; 


V\892835 f 




[ 
I 


ESTs, Moderately similar to BTF3JVIOUSE 
rranscription factor BTF3 (RNA polymerase 
3 transcription factor 3) [M.musculus] 


685 


3381 i 


^A892993 


i 
j 




ESTs, Moderately similar to high mobility 
group protein 20 B; BRCA2-associated 
factor 35 fMus musculusl [M.musculus] 


689 


3865 


M893065 






ESTs, Weakly similar to THDE_RAT 
Thyrotropin-releasing hormone degrading 
ectoenzyme (TRH-degrading ectoenzyme) 
TRH-DE) (TRH-specific aminopeptidase) 
Thyroliberinase) (Pyrogiutamyl-peptidase II) 

DA pin TO nnn/onir^ i q1 
r\r -III Irx.l HJI VtJUIUuol 


693 


14859 


AA893173 


e 




ESTs, Highly similar to vacuolar protein 
sorting 29 (S. pombe); vacuolar protein 
sorting 29 (yeast); vacuolar sorting protein 
29 fMus musculusl [M.musculus! 


706 


16168 


AAftQ^?ftf) 

/ATAvJ C7 o l. 


z, nn 




ESTs, Moderately similar to ADFP_MOUSE 
ADIPOPHILIN (ADIPOSE 
DIFFERENTIATION-RELATED PROTEIN) 

Aur\r j jivi.ii luoisUiuoi • 


708 


179UU 


AA893353 


gg, hh, rr 




ESTs, Highly similar to DNPE_MOUSE 
Aspartyl aminopeptidase [M.musculus] 


710 


4678 


AA893384 


y 




ESTs, Moderately similar to IRF3_MOUSE 
Interferon regulatory factor 3 (IRF-3) 
[M. musculusl 


715 


13088 


AA893495 


x 




ESTs, Highly similar to A40066 
corticosteroid-binding globulin precursor - rat 
fR.norveqicusl 


/OU 


£A*W 0 


AA894200 


y 




ESTs, Highly similar to MLES_RAT Myosin 
light chain alkali, smooth-muscle isoform 
(MLC3SM) fR.norvegicusl 




ZZ/ Oo 


AA894207 


cc 




ESTs, Weakly similar to dual-specificity 
phosphatase [Mus musculus] [M.musculus] 


/DO 


iouuy 


AA899106 


DD 

EC. 


cyclin D2 


cyclin D2 


792 


21649 


AA900351 


I, UU 




ESTs, Weakly similar to RIKEN cDNA 
3930402F23 [Mus musculusl [M.musculus] 


803 


3944 


AA900688 


WW 




ESTs, Weakly similar to A45988 dentin 
matrix acidic phosphoprotein AG1 - rat 
[R.norvegicusl 


808 


18379 


AA900993 


u 




ESTs, Highly similar to nuclear localization 
signal protein absent in velo-cardio-facial 
patients [Mus musculusl [M.musculusl 


813 


4857 


AA901237 


mm 




ESTs, Weakly similar to CYCKJ/IOUSE 
Cyclin K [M.musculus] 


839 


4944 


AA924405 


h 




ESTs, Weakly similar to NFH.MOUSE 
Neurofilament triplet H protein (200 kDa 
neurofilament protein) (Neurofilament heavy 
polypeptide) (NF-H> [M.musculusl 
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TABLE 1 ' : Attorney Docket No,4492lr5113WO 

" Document No. 1 926271 ;2 


SEQ • 

id ;v 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model ; 
Code 


Known Gene Name 


Unigene Sequence Cluster Title ^ Xi 

"'. f , k 


846 


16806 


AA924591 


r, nn 




Rat Cyp4a locus, encoding cytochrome 
P450 (IVA3) mRNA, complete cds 


851 


4994 


AA924658 


k 




ESTs, Moderately similar to PIN2/TRF1- 
interacting protein [Mus musculus] 
fM.musculusI 


874 


23159 


AA925318 


I, q ( x, dd 


l-kappa-B-beta 


l-kappa-B-beta 


882 


22125 


AA925503 


ss 


ribosomal protein S27 


ribosomal protein S27 


908 


11691 


AA926193 


t, mm 


sulfotransferase family, 
cytosolic, 1C, member 2 


sulfotransferase family, cytosolic, 1C, 
member 2 


911 


14223 


AA926352 


h 




ESTs, Highly similar to Trk-fused gene; TFG 
[Mus musculus] [M.musculusl 


914 


20910 


AA942693 


X 




ESTs, Highly similar to RIKEN cDNA 
5730406115 [Mus musculus] [M.musculusl 


919 


22677 


AA942718 


t,ff.p P 


Bcell lymphoma 2 like* 


B cell lymphoma 2 like K 


944 


21600 


AA943997 


r 




ESTs, Highly similar to C184L-22 [Mus 
musculus] fM.musculus] 


946 


2762 


AA944165 


c 




ESTs, Highly similar to C10JVIOUSE 
Putative C10 protein (B-cell receptor- 
associated protein 37) [M.musculusl 


949 


22017 


AA944209 


d 




ESTs, Moderately similar to PIM1JRAT 
Proto-oncogene serine/threonine-protein 
kinase pim-1 [R.norveqicus] 


962 


19480 


AA944442 


00 




ESTs, Weakly similar to SLI3_RAT 
SKELETAL MUSCLE LIM-PROTEIN 3 
(SLIM 3) (LIM-DOMAIN PROTEIN DRAL) 
(FOUR AND A HALF LIM DOMAINS 
PROTEIN 2) (FHL-2) [R.norveaicusl 


965 


2175 


AA944528 


ii 




ESTs, Weakly similar to T9S2_MOUSE 
Transmembrane 9 superfamily protein 
member 2 precursor [M.musculusl 


988 


23813 


AA945149 


b,w 




ESTs, Moderately similar to S27161 
glutathione transferase (EC 2.5.1.18) 5 - rat 
[R.norveqicusl 


990 


16635 


AA945171 


k 




ESTs, Highly similar to APC4JRAT 
APOLIPOPROTEIN OIV PRECURSOR 
(APO-CIV) (APOLIPOPROTEIN E-LINKED) 
(ECL) [R.norveqicusl 


995 


22029 


AA945284 


dd 




ESTs, Moderately similar to 08061 62L 
protein URF5 [Mus musculus] fM.musculus] 


996 


7683 


AA945320 


a 




ESTs, Highly similar to IMA3.MOUSE 
Importin alpha-3 subunit (Karyopherin alpha- 
3 subunit) (Importin alpha Q2) [M.musculus] 


1005 


13751 


AA945699 


kk 


synaptosomal-associated 
protein, 23 kD 


synaptosomal-associated protein, 23 kD 


1010 


22639 


AA945746 


t 




ESTs, Highly similar to SPT4_HUMAN 
Transcription initiation protein SPT4 
homoloQ 1 [M.musculusl 
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SEQ 
ID ' 
NO. 


GLGC 
ID NO. 


GenBank 

ReftJeq ID 
rvio. 


Model 

LrOue 


Known Gene Name 


Unigene Sequence Cluster Title A 

.;"/"•' ' /■ '.• /V;"- " .' ' *' ■ ■■ * 


1020 


18110 


AA945932 


u 


Annexin A3 


Annexin A3, ESTs, ESTs, Weakly similar to 
LURT3 annexin III - ratjR.norveqicus] 


1028 


21157 


AA946189 


I 




ESTs, Moderately similar to RGP1 JWOUSE 
Ran-GTPase activating protein 1 
[M.musculusl 


1032 


18280 


AA946361 


C 




ESTs, Weakly similar to CBPJMOUSE 
CREB-binding protein fM.musculus] 


\\JI Z 


1 ( 04U 


AA9559.14 


f.PP 


• 


EST, EST, Moderately similar to 
FBRL_MOUSE Fibrillarin. (Nucleolar protein 
1) [M.musculus], ESTs, Highly similar to 
S38342 fibrillarin - mouse [M.musculus] 


1075 


22576 


AA955983 


m, dd 




ESTs, Weakly similar to FLAP.RAT 5- 
lipoxygenase activating protein (FLAP) (MK- 
886-bindina protein) Rnorveqicusl 


1093 


16578 


AA957143 


d 




ESTs, Highly similar to DP30_MOUSE Dpy- 
30-like protein [M.musculus] 


1093 


16579 


AA957143 


bb 




ESTs, Highly similar to DP30_MOUSE Dpy- 
30-like protein fM.musculus] 


1095 


22357 


AA957264 


k 




Rattus noryegicus hypothetical RNA binding 
protein RDA288 mRNA, complete cds 


1106 


24156 


AA957803 


k 




ESTs, Moderately similar to RNP_RAT 
Ribonuciease pancreatic precursor (RNase 
1) (RNase A) (RL1) [R.norvegicus] 


1120 


2205 


AA963808 


t 




ESTs, Highly similar to zinc finger RNA 
binding protein [Mus musculus] 
fM.musculus] 


1122 


8430 


AA964033 


t 




Rattus norvegicus NonO/p54nrb homolog 
mRNA, partial cds 


1133 


12563 


AA964533 


m 




ESTs, Highly similar to RIKEN cDNA 
1500003K04 [Mus musculus] [M.musculus] 


1145 


2326 


AA964892 


ii 




ESTs, Highly similar to CA14_MOUSE 
COLLAGEN ALPHA 1 (IV) CHAIN 
PRECURSOR rM.musculusl 


1169 


2939 


AA996885 


II 




ESTs, Moderately similar to SY19JWOUSE 
Small inducible cytokine A19 precursor 
(CCL19) (Epstein-Barr virus induced 
molecule 1 ligand chemokine) (EBIMigand 
chemokine) (ELCVMmusculusl 


1170 


3054 


AA996899 


gg, hh 


spermatogenesis associated 2 


spermatogenesis associated 2 


1173 


2958 


AA996944 


ee 




ESTs, Weakly similar to ring finger protein 
23; RiNG-B box-coiled coil-B30.2 [Mus 
musculusl fM.musculus] 


1185 


16883 


AA997345 


dd 




ESTs, Highly similar to RIKEN cDNA 
1190017B19 [Mus musculus] (M.musculus] 


1191 


3250. 


AA997765 


n 


fibrillin-1 


fibrillin-1 
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SEQ I 

ID 

NO. 


3LGC I 
D NO. i 

■ . 


SenBank > I 
tec. or : ( 
RefSeq ID • 
No. 


Wodel 
Sode ; 


Known Gene Name 


Unigene Sequence Cluster Title 

: -: ■ ■-. - : ■• : 


1210 


14149 


AA998172 


/ 


platelet-activating factor 
acetylhydrolase alpha 2 subunit 
(PAF-AH alpha 2) 


platelet-activating factor acetylhydrolase 
alpha 2 subunit (PAF-AH alpha 2) 


1218 


3558 


AA998461 


00 




ESTs, Moderately similar to gene trap 
ROSA 26 antisense, Philippe Soriano; gene 
trap ROSA 26 antisense [Mus musculus] 
fM.musculusl ! 


1221 


6965 


AA998523 


h 




ESTs, Moderately similar to C54354 
calnexin precursor - rat [Rnorvegicus] 


1228 


22210 


M998690 


P 




ESTs, Highly similar to IF6__MOUSE 
Eukaryotic translation initiation factor 6 (elF- 
6) (B4 integrin interactor) (CAB) (p27(BBP)) 
[M.musculusl 


1229 


20271 


M998747 


cc, mm 


procollagen-lysine, 2- 
oxoglutarate 5-dioxygenase 
(lysine hydroxylase, Ehlers- 
Danlos syndrome tvoe VI) ! 


procollagen-lysine, 2-oxoglutarate 5- i 
dioxygenase (lysine hydroxylase, Ehlers- 
Danlos syndrome type VI) 


1245 


16304 


AB008424 


e.j 




Rat cytochrome P-450 IID3 mRNA, complete 
cds 


1248 


13973 


AB011679 


y, ee 




Rattus norvegicus mRNA for class 1 beta- 
tubulin, complete cds 


1266 


4292 


AF034896 


e,h 




Rattus norvegicus olfactory receptor-like 
protein (SCR D-8) mRNA, complete cds 


1269 


8426 


AF036335 


PP 




Rattus norvegicus NonO/p54nrb homolog 
mRNA, partial cds 


1269 


8427 


AF036335 


PP 




Rattus norvegicus NonO/p54nrb homolog 
mRNA, partial cds 


1273 


17597 


AF051943 


00 


nucleoside diphosphate kinase 
type 6 


nucleoside diphosphate kinase type 6 


1273 


17598 


AF051943 


00 


nucleoside diphosphate kinase 
type 6 


nucleoside diphosphate kinase type 6 


1276 


15801 


AF061443 


p 




Rattus norvegicus G protein-coupled 
receptor LGR4 (LGR4) mRNA, complete cds 


1310 


4233 


A1008409 


h 


unknown Glu-Pro dipeptide 
repeat protein 


unknown Glu-Pro dipeptide repeat protein 


1315 


24151 


AI008793 


u 




ESTs, Highly similar to T2D5_RAT 
Transcription initiation factor TFIID 70 kDa 
subunit (TAFII-70) (TAFil-80) (TAFII80) 
(p80) fR.norveqicusl 


1316 


16701 


AI008838 


ff 




ESTs, Highly similar to RIKEN cDNA 

A OAAArtO A AD Th i. 1 < fS ft . . I. ■ —1 

1 300002A08 [Mus musculus] [M. musculus] ! 


1326 


9150 


AI009198 


h 




ESTs, Highly similar to UNRLMOUSE UNR- 
interacting protein (Serine-threonine kinase 
receptor-associated protein) [M.musculus] 


1338 


19092 


AI009501 


h, w 




ESTs, Highly similar to SUI1 J/IOUSE 
Protein translation factor SUM homolog 
[M.musculusl 
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TABLE 1 
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SEQ ( 
ID I 
NO. 


3LGC ( 
D NO. i 
I 


3enBank f 
\cc. or J ( 
RefSeq ID 
No. 


flodel I 
Zode 


<nown Gene Name I 

..'•*. * ■ • 


Jnigene Sequence Cluster Title / 

• "". " : • - ' r '.iri-. ?- • 

"• ' • i ; ^ 


1341 , 


3926 i 


M009592 i 


3,0 


( 


ESTs p Highly similar to molybdenum 
:ofactor synthesis 2 [Mus musculus] 
[M.musculus] 


1352 


8431 


M009761 ; 


/ 




Rattus norvegicus NonO/p54nrb homolog 
mRNA, partial cds 


1368 


15644 


AI01G256 


a, d, n, kk 


H3 histone, family 3B 


H3 histone, family 3B 


1375 


15624 


AI01Q449 




follistatin-related protein 
precursor 


follistatin-related protein precursor 


1*387 

1 JUI 


4203 


AI011082 






ESTs, Highly similar to IMA3_MOUSE 
Importin alpha-3 subunit (Karyopherin alpha- 
3 subunit) (Importin alpha 02) [M.musculus] 


1388 


22030 


AI011177 


n 




ESTs, Moderately similar to 08061 62L 
protein URF5 [Mus musculus] [M.musculus] 


1393 


16702 


AI011436 


ss 




ESTs, Highly similar to RIKENcDNA 
1300002A08 [Mus musculus] [M.musculus] 


1398 


3941 


AI011598 


XX 




ESTs, Moderately similar to LMA5_MOUSE 
Laminin alpha-5 chain precursor 
[M.musculus] 






AI011678 


Uj 


Ryudocan/syndecan 2 


Ryudocan/syndecan 2 j 


1404 


14267 


AI011738 


d, o 




ESTs, Highly similar to P044_RAT 0-44 
protein [R.norvegicus] 


1413 


7104 


AI012103 


00 




ESTs, Moderately similar to low density 
lipoprotein B [Mus musculus] [M.musculus] 


1426 


12766 


AI012505 


ee 




ESTs, Highly similar to diacylglycerol 0- 
acyltransferase 2; diacylglycerol 
acyltransferase 2 [Mus musculus] 
[M.musculusl 


1464. 


4251 


AI013494 


e 


ATP : binding cassette, sub- 
family F (GCN20), member 1 


ATP-binding cassette, sub-family F 
(GCN20), member 1 


1474 

!*Tl *T 


7310 


AI013816 


ff 




ESTs, Moderately similar to RIKEN cDNA 
0610006108 [Mus musculus] [M.musculus] 


1476 


21950 


AI013861 


h 


3-hydroxyisobutyrate 
dehydrogenase 


3-hydroxyisobutyrate dehydrogenase 


1480 


7316 


AI013883 


s 




ESTs, Highly similar to MKR1J/IOUSE 
Makorin 1 [M.musculus] 


1493 


23530 


AI014148 


t,w 




ESTs, Highly similar to A4B1 JVIOUSE 
Adapter-related protein complex 4 beta 1 
subunit (Beta subunit of AP-4) (AP-4 adapter 
complex beta subunit) [M.musculus] 


1505 


2699 


AI029306 


ii 




ESTs, Highly similar to I58376 hypothetical 
protein unp - mouse [M.musculus] 


1515 


4679 


AI029847 


Genera! 




ESTs, Moderately similar to IRF3J/IOUSE 
Interferon regulatory factor 3 (IRF-3) 
fM.musculusl 
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SEQ 

ID. 

NO.: 


GLGC 
D NO. 


GenBank 
Acc. of 
RefSeq ID 
No. 


Model 
Code 


Known Gene Name 


Unigene Sequence Cluster Title 


1546 


16169 


AI030932 


nn, rr 




ESTs, Moderately similar to ADFPjVlOUSE 
ADIPOPHILIN (ADIPOSE 
DIFFERENTIATION-RELATED PROTEIN) 
(ADRP) fM.musculusl 


1553 


18002 


AI043655 


g, x, dd 


spp-24 precursor 


spp-24 precursor 


1560 


7913 


A1043849 


ff 




ESTs, Weakly similar to ELL_MOUSE RNA 
POLYMERASE II ELONGATION FACTOR 
ELL (ELEVEN-N INETEEN LYSINE-RICH 
LEUKEMIA PROTEIN) IM.musculusl 


1571 


15240 


AI044241 


General 




ESTs, Highly similar to CIDBJ/IOUSE Cell 
death activator CIDE-B (Cell death-inducing 
DFFA-iike effector B) [M.musculus] 


1590 


18422 


AI044827 


e 




ESTs, Highly similar to nitrilase 1 [Mus 
musculus] [M.musculus] 


1602 


5712 


AI045154 


n 




ESTs, Moderately similar to ORC5 J/IOUSE 
Origin recognition complex subunit 5 
fM.musculusl 


1608 


6241 


AI045321 


bb 




ESTs, Weakly similar to IGEBJWOUSE IGE- 
BINDING PROTEIN [M.musculus] 


1633 


21490 


AI045764 


ii 
jj 




ESTs, Weakly similar to I49523 tumor 
necrosis factor alpha-induced protein 2 - 
mouse fM.musculusl 


1644 


15241 


AI058382 . 


General 




ESTs, Highly similar to CIDBJ/IOUSE Cell 
death activator CIDE-B (Cell death-inducing 
DFFA-like effector B) [M.musculus] 


1677 


965 


AI059340 


I 


huntingtin-associated protein 
interacting protein (duo) 


huntingtin-associated protein interacting 
protein (duo)' 


1684 


8347 


AI059519 


dd 




ESTs, Weakly similar to EGRT epidermal 
growth factor precursor - rat [R.norvegicus] 


1698 


900 


AI059963 


ii. jj 


vacuolar protein sorting 
homolog r-vps33b 


vacuolar protein sorting homolog r-vps33b 


1709 


8590 


AI060207 


nn 




ESTs, Highly similar to splicing factor 3b, 
subunit 1, 155 kDa [Mus musculus] 
fM.musculusl 


1718 


9054 


AI070138 


dd 




ESTs, Moderately similar to RIKEN cDNA 
1110028N05 [Mus musculus] [M.muscu!us] 


1729 


17871 


AI070601 


ii 




ESTs, Weakly similar to NOE1_RAT Noelin 
precursor (Neuronal olfactomedin-related ER 
localized protein) (Olfactomedin 1) 
(Pancortin) (1B426B) [R.norveoicusl 


1789 


8856 


A1072402 


b, h,u 




ESTs,. Weakly similar to S42077 finger 
protein 30 - mouse [M.musculus] 


1795 


12863 


AI072467 


nn 




ESTs, Highly similar to 2207230A 
transcription factor ATBF1 [Mus musculus] 
IM.musculusl i 


1806 


9399 


AI072812 


a 




ESTs, Highly similar to glioma-amplified j 
sequence-41 [Mus musculusl [M.musculusl 
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TABLE 1 
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SEQ < 
ID I 
NO. 


3LGC 

dno: 


SenBank I 
tec. or . I 
RefSeq ID 
No. 


Vlbde! 
Zode 


Known Gene Name 


Unigene Sequence Cluster Title 

"Vj 


1811 


15308 


M072896 


nn 


■ 


ESTs, Weakly similar to catenin delta 2; 
neural plakophilin-related arm-repeat 
protein; catenin (cadherin-associated 
Drotein), delta 2 (neural plakophilin-related 
arm-repeat protein); neurojungin [Mus 
musculusl [M.musculusl 


1817 


20834 


AI073056 


cc 


kinesin light chain 1 


kinesin light chain 1 


1854 


15080 


AI102045 


I 




ESTs, Moderately similar to NlF1_MOUSE 
Nuclear LIM interactor-interacting factor 1 

NLI-interacting factor 1) (NIF-like protein) 

M.musculusl 


1864 


13892 


AI1 02438 


aa hh 




ESTs, Highly similar to CNIH__MOUSE 
CORNICHON HOMOLOG [M.musculusl 


1866 


15218 


AI102495 


CC 




ESTs, Moderately similar to PNPHJ/IOUSE 
Purine nucleoside phosphorylase (Inosine 
phosphorylase) (PNP) [M.musculus] 


1873 


5910 


A1102689 


k 




ESTs, Highly similar to RPP20 protein [Mus 
musculus] [M.musculus] 


1886 


18607 


AI103105 


z 




ESTs, Highly similar to RL12.RAT 60S 
R1BOSOMAL PROTEIN L12 [Rnorvegicus] 


1907 


2297 


AI1 03602 


General 




ESTs, Highly similar to SAP3_MOUSE 
Ganglioside GM2 activator precursor (GM2- 
AP) (Cerebroside sulfate activator protein) 
(Shingolipid activator protein 3) (SAP-3) 
[M.musculusl 


1909 


13317 


A11 03637 


ee 




ESTs, Moderately similar to RIKEN cDNA 
281041 1G23 [Mus musculusl [M.musculus] 


1918 


4402 


AI1 03874 


kk 




ESTs, Weakly similar to FKB1_RAT FK506- 
BINDING PROTEIN (FKBP-12) (PEPTIDYL- 
PROLYL CIS-TRANS ISOMERASE) 
(PPIASE) (ROTAMASE) (IMMUNOPHILIN 
FKBP12) [R.norveaicusl 


1922 


20833 


A11 04035 


mm 




ESTs, Highly similar to COXGJVIOUSE 
Cytochrome c oxidase polypeptide Vlb 
(AED) [M.musculus] 


1928 


8372 


AM 04256 


PP 




ESTs, Highly similar to MUS81 
endonuclease [Mus musculus] [M.musculus] 


1931 


22211 


AI1 04279 


tt 




ESTs, Highly similar to IF6.MOUSE 
Eukaryotic translation initiation factor 6 (elF- 
6) (B4 integrin interactor) (CAB) (p27(BBP)) 
[M.musculusl 


1946 


22822 


AI1 04679 


P.z 




ESTs, Moderately similar to RIKEN cDNA 
2310016K22; RIKEN cDNA 231001 6K22 
gene [Mus musculusl [M.musculusl 


1958 


6225 


AM 051 05 


ss 




ESTs, Highly similar to tangerin [Mus 
musculusl [M.musculusl 
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SEQ ( 
ID I 
NO. 


3LGC < 
D NO. i 

' ;: I 


3enBank I 
^cc.or ( 
RefSeq ID 
No. 


VIodeL 1 
"ode 


<nown Gene Name ; I 


Jnigene Sequence Cluster Title 

■ ' ' " 'i V? ••■ * : - '■ 


1959 : 


21253 i 


W105110 i 


i, ww 




ESTs, Highly similar to S58180 suil protein - 
mouse (fragment) [M.musculus] 


1960 


18742 


AI105131 


bb, qq 


■ 


ESTs, Highly similar to lung alpha/beta 
hydrolase 1 ; alpha/beta hydrolase-1 [Mus 
muscuiusl [M.musculusl 


1986 


7266 


A1112237 


d, kk, nn 




ESTs, Moderately similar to RIKEN cDNA 
1810011001 [Mus muscuiusl [M.musculus] 


1987 


9575 


AI1 12250 


General, 
kk, nn 


protein tyrosine phosphatase 
type IVA, member 2 


protein tyrosine phosphatase type IVA, 
member 2 


1989 


2501 


AI112343 


f, nn, ww 


ubiquitin fusion degradation 1- 
like 


ubiquitin fusion degradation 1-like 


1990 


23099 


AI112365 


y, nn, ww 




ESTs, Highly similar to MGNHUMAN Mago 
nashi protein homolog [M.musculus] 


1995 


2296 


AI1 12979 


q, x, 
General 




ESTs, Highly similar to SAP3JMOUSE 
Ganglioside GM2 activator precursor (GM2- 
AP) (Cerebroside sulfate activator protein) 
(Shingolipid activator protein 3) (SAP-3) 
[M.musculus] 


2004 


23653 


AI1 36396 


bb 


famesyltransferase beta subunit 


famesyltransferase beta subunit 


2013 


24212 


AI136747 


c 




ESTs, Highly similar to H33_HUMAN 
Histone H3.3 (H3.A) (H3.B) (H3.3Q) 
[M.musculus] 


2016 


13090 


AI136977 


m, 11 




ESTs, Highly similar to S14538 transition 
protein - mouse [M.muscuius] 


2016 


13091 


AI136977 


V 




ESTs, Highly similar to S14538 transition 
protein - mouse [M.musculusl 


2028 


11270 


AI137480 


nn 




ESTs, Weakly similar to A39066 proline-rich 
protein 4 - ratTR.norvegicus] 


2030 


18943 


AI137495 


d. 11 




ESTs, Highly similar to H2A1_RAT Histone 
H2A.1 [R.norvegicus] 


2065 


19034 


AI145768 


u 




ESTs, Weakly similar to A55817 cyclin- 
dependent kinase p130-PITSLRE - mouse 
[M.musculus] 


2071 


23224 


AI146033 


h.zjl 


translocase of inner 
mitochondria! membrane 9 
homoloq (yeast) 


translocase of inner mitochondrial 
membrane 9 homolog (yeast) 


2077 


11693 


AI1 68953 


mm 


sulfotransferase family, 
cytosdlic, 1C, member 2 


sulfotransferase family, cytosolic, 1C, 
member 2 


2080 


16580 


AI1 68989 


00 




ESTs, Highly similar to DP30_MOUSE Dpy- 
30-like protein [M.musculus]' 


2097 


6732 


AH 69269 


kk 




ESTs, Highly similar to dim1 (S. pombe) 
JMus musculus] [M.musculus] 


2099 


16879 


AI1 69284 


WW 




ESTs, Highly similar to AR61 J/IOUSE ARL- 
6 interacting protein-1 (Aip-1) (TBX2 protein) 
[M.musculusl 


2101 


24213 


AI1 69289 


c 




ESTs, Highly similar to H33J-IUMAN 
Histone H3.3 (H3.A) (H3.B) (H3.3Q) 
[M.musculusl 
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SEQ 
ID 

no: 


GLGC 
ID NO. 


GenBahk 
Acc. or 
RefSeq ID 
No. 


Model . 
Code . 


Known Gene Name 

: • . , •' ; • 


Uriigene Sequence Cluster Title 

t •'' ' ' ■' r 


2114 


21660 


AI169751 


b, dd 




Rattus norvegicus interferon-inducible 
protein variant 10 mRNA, complete cds 


2116 


3909 


AI169903 


1 




ESTs Moderatelv similar to Ivmnhoevtp 

■ Vj iiiuuui ULUIJf Oil 1 MICH K\J I y 1 1 IL/I \KJ\J y ic 

antigen 96 [Mus musculus] fM.muscuIusl 


2122 


18367 


AI170064 


j 




ESTs, Moderately similar to JC7279 Down 
svndrome critical reainn npnp-? /nSHR^ 
protein - mouse fM.muscuIusl 


2134 


23966 


AI170442 


t, mm 




ESTs, Highly similar to JE0223 destrin - rat 
[R.norvegicus] 


2154. 


16170 


AI170894 


ii 




ESTs, Moderately similar to ADFP_MOUSE 

DIFFERENTIATION-RELATED PROTEIN) 
(ADRP) fM.muscuIusl 


2167 


20905 


AI1 71273 


t,mm 




ESTs, Moderately similar to C54819 actin- 
uapjjiiiy piuiciii LKsia uiidin, spiice TOim /L - 
mouse fM.muscuIusl 


2171 


17529 


AI171460 


u 




ESTs Weaklv similar tn RAT 1- 
hydroxyacyl-CoA dehydrogenase type II 
(Type II HADH) (Endoplasmic reticulum- 

dooUUidlcU ainyiuia ucia-pepiiue uinQinQ 

nmtoJr^ fD nnn/aninicl 

uiuicini itx.norvcQicusi 


2175 


15684 


AI171535 


n, General 




ESTs, Weakly similar to PAB1JV10USE 
Polyadenylate-binding protein 1 (Poly(A)- 
binriinn nrntpin 1\ fPARP 1WPARP1\ 
fM.muscuIusl 


2183 


6582 


AI171726 


bb 




ESTs. Weaklv similar to 167424 hFRR-2 
homolog - rat (fragment) fR.norveaicusl . 


2196 


7733 


AI172086 


z 




ESTs, Highly similar to SH3 domain binding 
Glutamic acid-rich Drotein-likp 3 fMn<; 
musculusl fM.muscuIusl 


2197 


9537 


AI1 72097 


y 


heat shock transcription factor 1 


heat shock transcription factor 1 


2200 


1398 


AM 721 05 


kk 




ESTs Hiahlv similar to oofas^ium rhannpl 
modulatory factor DEBT-91; clone DEBT-91 
[Mus musculusl fM.muscuIusl 


2207 


6147 


AM 72236 


u 




ESTs, Highly similar to RIKEN cDNA 
1110063B05 [Mus musculusl fM.muscuIusl 


2210 


2140 


AI172272 


gg, hh 




ESTs, Weakly similar to A53004 
transcription elongation factor S-l I - rat 
fR. norvegicus] 


2211 


4193 


AI1 72274 


dd 




ESTs, Weakly similar to A Chain A, 2-Enoyl- 
Coa Hydratase, Data Collected At 100 K, Ph 
6.5 [R.norveqicusl 


2225 


13098 


AI172610 


c, ii 




ESTs, Moderately similar to STT3JVIOUSE 
OLIGOSACCHARYL TRANSFERASE STT3 
SUBUNIT HOMOLOG (B5) (INTEGRAL 
MEMBRANE PROTEIN 1) [M.muscuius] 


2231 


4926 


AI175034 


II 




ESTs, Highly similar to RIKEN cDNA 
2410002022 fMus musculus] [M.musculusl 
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SEQ; 
ID x 

Nb. 


GLGC 
I'D NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model 
Code SiC 


Known Gene Namb 


Unigene Sequence Cluster Title 


2243 


18507 


AI175551 


z 




ESTs, Highly similar to EF1B_MOUSE 
Elongation factor 1-beta (EF-1-beta) 
[M.musculusl 


2251 


24214 


AI175794 


s 




ESTs, Highly similar to H33_HUMAN 
Histone H3.3 (H3.A) (H3.B) (H3.3Q) 
M.musculusl 


2252 


19004 


AI175875 


ii 




Rattus norvegicus Sprague-Dawley lipid- 
binding protein mRNA, complete cds 


2253 


7647 


AI175991 


d 


• 


ESTs, Moderately similar to 
minichromosome maintenance deficient (S. 
cerevisiae) 3-assbciate; nuclear protein 
GANP fMus muscutusl fM.musculusl 


2258 


24745 


AH 761 01 






ESTs, Highly similar to MTRPJMOUSE 
Lysosomal-associated transmembrane 
protein 4A (Golgi 4-transmembrane 
spanning transporter) (Mouse transporter 
protein) (MTP) fM.musculusl 


2276 


19006 


AI176393 


f 




Rattus norvegicus Sprague-Dawley lipid- 
binding protein mRNA, complete cds 


2278 


15191 


A1176456 


t, w 




ESTs, Highly similar to SMRT2 
metallothionein II - rat [R.norvegicusl 


2281 


21661 


AM 76479 


y, nn 




Rattus norvegicus interferon-inducible 
protein variant 10 mRNA, complete cds ■ 


2283 


2993 


AI176492 


j, II 




ESTs, Highly similar to eukaryotic 
translation initiation factor 3, subunit 2 (beta, 
36kD); TGF-beta receptor binding protein; 
DNA segment, Chr 4, ERATO Doi 632, 
exDressed fMus musculusl rM.musculusl 


2294 


3034 


AI176613 


b 




ESTs, Moderately similar to PEX7_MOUSE 
PEROXISOMAL TARGETING SIGNAL 2 
RECEPTOR (PTS2 RECEPTOR) (PEROXIN 
7) fM.musculusl 


2300 


23403 


AI176714 


bb 




ESTs, Highly similar to CHD1_MOUSE 
CHROMODOMAIN-HELICASE-DNA- 
BINDING PROTEIN 1 (CHD-1) [M.musculus] 


2317 


3862 


AI177052 


nn, tl 


Nuclear pore complex protein 


Nuclear pore complex protein 


2325 


14083 


AI177181 


n 




ESTs, Weakly similar to FYV1_MOUSE 
FYVE finger-containing phosphoinositide 
kinase (1 -phosphatidylinositol-4-phosphate 
kinase) (PIP5K) (Ptdlns(4)P-5-kinase) 
(d235) fM.musculusl 


2337 


14910 


AI1 77631 


z 




ESTs, Moderately similar to MYPSJRAT 
MYOSIN-BINDING PROTEIN C, SLOW- 
TYPE (SLOW MYBP-C) (C-PROTEIN, 
SKELETAL MUSCLE SLOW-iSOFORM) 
[R.norveaicusl 


2349 


1131 


AI177919 


nn, pp, ww 




Rat cytochrome P450CMF1b mRNA, 
complete cds 
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SEQ ( 
ID I 
NO. 


3LGC ( 
D NO. i 

• • 


3enBank ! 
toe. or v ( 
RefSeq ID 

Mo. : 


yiodei i 

2ode 


Known Gene Name I 


Jnigene Sequence Cluster Title 


2351 


19184 i 


M178025 ( 


i 




ESTs, Highly similar to TGIF_MOUSE 5'-TG- 
3* INTERACTING FACTOR (HOMEOBOX 
PROTEIN TGIF) [M.musculus] 


2354 


13389 


AI178104 


j 




ESTs, Highly similar to RIKEN cDNA 
2400009B11 fMus musculus] [M.musculus] 


2381 


15091 


AM 78740 1 


F 


• 


ESTs, Highly similar to A5641 8 transcription 
factor delta - mouse [M.musculus] 


2383 


2825 


AI1 78752 


I, nn 




ESTs, Highly similar to CLN3_MOUSE CLN3 
PROTEIN (BATTENIN) [M.musculus] 


2397 


19041 


AI1 79049 


00 




ESTs, Weakly similar to RN12JVIOUSE 
RING finger protein 12 (LIM domain 
interacting RING finger protein) (RING finger 
LIM domain-binding protein) (R-LIM) 
[M.musculusl 


2401 


5887 


AI179099 


j.o 




ESTs, Moderately similar to VNN1_MOUSE 
Pantetheinase precursor (Pantetheine 
hydrolase) (Vascular non-inflammatory 
molecule 1) (Vanin 1) [M.musculus] 


2411 


16703 


AI179300 


ff 




ESTs, Highly similar to RIKEN cDNA 
1300002A08 [Mus musculus] [M.musculus] 


2436 


14803 


AI1 79906 


r 




ESTs, Highly similar to transformed mouse 
3T3 cell double minute 4 [Mus musculus] 
[M.musculusl 


2441 


2099 


AM 8001 5 


w.tt 


ribosomal protein L14 


ribosomal protein L14 


2443 


9821 


AI180114 


ss 




ESTs, Highly similar to NIP2JMOUSE 
BCL2/ADENOVIRUS E1B 19-KDA 
PROTEIN-INTERACTING PROTEIN 2 
[M.musculusl 


2462 


22366 


AI227743 


tt 




ESTs, Highly similar to Fas-activated 
serine/threonine kinase [Mus musculus] 
[M.musculusl 


2470 


14230 


AI228064 


y 




ESTs, Weakly similar to A47179 homeotic 
protein LH-2 - rat [R.norvegicus] 


2472 


16970 


AI228112 


tt 


protein phosphatase 2 (formerly 
2A), regulatory subunit B (PR 
52), alpha isoform 


protein phosphatase 2 (formerly 2A), 
regulatory subunit B (PR 52), alpha isoform 


2479 


22915 


AI228299 


m, II 




ESTs, Highly similar to craniofacial 
development protein 1 [Mus musculus] 
[M.musculusl " 


2483 


22455 


AI228524 


s 




ESTs, Moderately similar to RIKEN cDNA 
1700021F05 [Mus musculusl [M.musculus] 


2495 


15078 


AI228830 


s 


stearoyl-Coenzyme A 
desaturase 2 


Rat DNA polymerase alpha mRNA, 3' end, 
stearoyl-Coenzyme A desaturase 2 
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SEQ I 

ID 

NO. 


3LGC 
D NO. 


GenBank 
Acc. or- y: v 
RefSeq ID 
No. 


Model 
Code 


Known Gene Name I 


Unigene Sequence Cluster Title • <;" K £ 

■ • • ; 

! ' " . ; Sfs" t ■* .- -; ' * • - I | 


2521 


13977 


AI229707 


, bb ( nn 




Rattus norvegicus mRNAfor class I beta- 
tubulin, complete cds 


2545 


13555 


AI230547 


d 




ESTs, Moderately similar to 1920362A tumor 
suppressor gene mgl1 [Mus musculus] 
fM.musculusl 


2554 


22387 


AI230753 


a.tt 




ESTs, Highly similar to BI3.MOUSE Brain 
protein 13 [M.musculus] 


2560 


14224 


AI230956 


rr 




ESTs, Highly similar to Trk-fused gene; TFG 
Mus musculus] [M.musculus] 


2563 


2299 


AI231094 


w 




ESTs, Highly similar to SAP3_MOUSE 
Gangiioside GM2 activator precursor (GM2- 
AP) (Cerebroside sulfate activator protein) 
(Shingoiipid activator protein 3) (SAP-3) 
IM.musculusl 


2575 


13092 


AI231547 


00 




ESTs, Highly similar to S14538 transition 
protein - mouse [M.muscuius] 


2578 


4703 


AI231606 


M 




ESTs, Moderately similar to RIKENcDNA 
6330579B17 [Mus musculus] [M.musculus] 


2583 


17297 


A1231785 


ii, rr 




ESTs, Moderately similar to Niemann Pick 
type C2 [Mus musculus] [M.musculus] 


2595 


14102 


A1232131 


rr 




ESTs, Highly similar to I48253 beta-N- 
acetylhexosaminidase (EC 3.2.1.52) alpha 
chain precursor - mouse fM.musculusl 


2596 


19274 


AI232135 


ii 




ESTs, Highly similar to COG2_MOUSE 
Coatomer gamma-2 subunit (Gamma-2 coat 
protein) (Gamma-2 COP) [M.musculus] 


2602 


409 


AI232268 


P.r 


low density lipoprotein receptor- 
related protein associated 
protein 1 


low density lipoprotein receptor-related 
protein associated protein 1 


2608 


15582 


AI232320 


k, o, oo 




Rat mitochondrial 3-hydroxy-3-methylglutaryl 
CoA synthase mRNA, complete cds 


2618 


14547 


AI232431 


2, WW 




ESTs, Highly similar to TLP1JVIOUSE TATA 
BOX BINDING PROTEIN-LIKE PROTEIN 1 
(TBP-LIKE PROTEIN 1) (21-KDATBP-LIKE 
PROTEIN] [M.musculus! 


2622 


8709 


AI232534 


ii 




ESTs, Weakly similar to DnaJ (Hsp40) 
homolog, subfamily B, member 3; heat 
shock protein, DNAJ-like 3 [Mus musculus] 
[M.musculus] 


2640 


14098 


AI233114 


j 




ESTs, Moderately similar to S2951 0 
ubiquinol-cytochrome-c reductase (EC j 
1 .10.2.2) core protein Ii precursor - rat 
[R.norveqicus] 


2652 


10378 


A1233300 


I 




ESTs, Moderately similar to C05JVIOUSE 
Complement C5 precursor (Hemolytic 
complement) [Contains: C5A anaphylatoxin] 
fM.musculusl 
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2676 


15685 


AI233870 


m 




ESTs, Weakly similar to PAB1_MOUSE 
Polyadenylate-binding protein 1 (Poly(A)- 
binding protein 1) (PABP 1) (PABP1) 
M.musculusl 


2700 


15034 


AI235054 


s 




ESTs, Weakly similar to RIKEN cDNA 
0610008N23 [Mus musculus] f M.musculusl 


2703 


15004 


AI235224 


k 


tissue inhibitor of 
metalloproteinase 1 


tissue inhibitor of metalloproteinase 1 


2711 


15858 


A1235455 


rr 




ESTs, Moderately similar to B54745 beta-N- 
acetylhexosaminidase (EC 3.2.1.52) beta 
chain - mouse [M.musculusl 


2728 


3617 


A1236021 


d 




ESTs, Highly similar to JC4857 
hepatocarcinogenesis-related transcription 
factor - rat fR.norvegicusl 


2731 


20788 


AI236053 




acyl-coenzyme A:cholesterol 
acyltransferase 


acyl-coenzyme A:cholesterol acyltransferase 


2733 


11465 


AI236084 


q ! 
* 




ESTs, Moderately similar to TNR9_MOUSE 
Tumor necrosis factor receptor superfamily 
member 9 precursor (4-1 BB tigand receptor) 
(T-cell antigen 4-1 BB) (CD137 antigen) 
[M.musculusl 


2736 


9543 


AI236164 


k 




ESTs, Moderately similar to A41641 
mannosyl-oligosaccharide 1 ,3-1,6-alpha- 
mannosidase (EC 3.2.1.114) - mouse 
fM.musculusl 


2747 


19035 


AI236576 


pp.rr 




ESTs, Highly similar to S06147 GTP-binding 
protein rabIB- rat [R.norvegicus] 


2752 


7691 


AI236611 


v, x, bb 


isopentenyi-diphosphate delta 
isomerase 


isopentenyl-diphosphate delta isomerase 


2764 


15850 


AI236795 


b,tt 




ESTs, ESTs, Highly similar to HS9B_RAT 
Heat shock protein HSP 90-beta (HSP 84) 
fR.norveqicusl 


2769 


11404 


AI237002 


v, w, bb 


spermidine synthase 


spermidine synthase 


2777 


14841 


AI237372 


V 




ESTs, Highly similar to RTC1JVIOUSE RNA 
3-terminal phosphate cyclase (RNA-3 1 - 
phosphate cyclase) (RNA cyclase) 
rM.muscuiusl 


2785 


3489 


AI237620 


n 




ESTs, Highly similar to 1F36JHUMAN 
Eukaryotic translation initiation factor 3 
subunit 6 (elF-3 p48) (Mammary tumor- 
associated protejn INT-6) (Viral integration 
site protein INT-6) fM.musculusl 


2786 


18854 


AI237636 


I 




ESTs, Weakly similar to CNE6_MOUSE 
Copine VI (Neuronal-copine) (N-copine) 
fM.musculusl 


2787 


14837 


AI237638 


k, mm 




EST, Highly similar to VAT1_MOUSE 
Synaptic vesicle membrane protein VAT-1 
homoloq fM.musculusl 
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2807 


17108 


AI639017 


bb 




ESTs, Weakly similar to T17453 ERG- 
associated protein ESET - mouse 
fM.musculusl 


2813 


18504 


AI639044 


cc 




ESTs, Moderately similar to T4S9_MOUSE 
TRANSMEMBRANE 4 SUPERFAMILY, 
MEMBER 8 (TETRASPANIN 5) (TSPAN-5) 
fM.musculusl 


2848 


19152 


A1639387 


c 




ESTs, Highly similar to RT06_MOUSE 
Mitochondrial 28S ribosomal protein S6 
(MRP-S6) fM.musculusl 


2868 


23220 


AJ000347 


pp 


^(ZJ^'-bisphosphate 
nucleotidase 


^(^J^'-bisphosphate nucleotidase 


2870 


14332 


AJ001044 


q.ff 


tumor-associated calcium signal 
transducer 1 . 


tumor-associated calcium signal transducer 
1 


2873 


9866 


AJ005424 


ss 


mitogen-activated protein kinase 
7 


mitogen-activated protein kinase 7 


2873 


9867 


AJ005424 


tt 


mitogen-activated protein kinase 
7 


mitogen-activated protein kinase 7 


2883 


19053 


D12770 




solute carrier family 25 
(mitochondrial adenine 
nucleotide translocator) member 
4 


solute carrier family 25 (mitochondrial 
adenine nucleotide translocator) member 4 


2930 


16986 


H33020 


bb 




ESTs, Highly similar to EF1G_MOUSE 
Elongation factor 1 -gamma (EF-1 -gamma) 
(eEF-1B gamma) fM.musculusl 


2953 


23485 


K02816 


WW 


pR-ET2 encoded 
oncodevelopmental protein 


pR-ET2 encoded oncodevelopmental protein 


2953 


23486 


K02816 


kk, ww 


pR-ET2 encoded 
oncodevelopmental protein 


pR-ET2 encoded oncodevelopmental protein 


2976 


13499 


L26267 


s 


nuclear factor kappa B p1 05 
subunit 


nuclear factor kappa B p105 subunit 


2994 


19256 


M15562 


XX 




Rat (diabetic BB) MHC class II alpha chain 
RT1.D alpha (u) 


3008 


11956 


M28255 


ff 


cytochrome c oxidase, subunit 
Villa 


cytochrome c oxidase, subunit Villa 


3009 


17123 


M29295 


nn.tt 


small nuclear ribonucteoprotein. 
polypeptides B and B1 


small nuclear ribonucleoprotein polypeptides 
B and B1 


3013 


15579 


M33648 


d, k, I, o, ff, 
00, ss 




Rat mitochondrial 3-hydroxy-3-methylglutaryl 
CoA synthase mRNA, complete cds 


3013 


15580 


M33648 


k, I, o, ff 




Rat mitochondrial 3-hydroxy-3-~^: ' :ylglutaryl 
CoA synthase mRNA, complete cess 


3014 


16807 


M33936 


k, o, v, ss, 

UU, XX 




Rat Cyp4a locus, encoding cytochrome 
P450 (IVA3) mRNA, complete cds 


3018 


17145 


M38566 


b, qq 


Serine protease inhibitor 


Serine protease inhibitor 


3029 


20836 


M75148 


I, General, 

qq 


kinesin light chain 1 


kinesin light chain 1 
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3030 


1138 


M76740 


cc 


Mucin3 


Mucin3 


3035 


24651 


M83678 


u, y, nn 


RAB13 


RAB13 




Z040# 


My3Z97 


t 


ornithine aminotransferase . 


ornithine aminotransferase 


3042 


3424 


M94557 


6 


Single-stranded DNA-binding 
protein 


ESTs, Highly similar to SSBJRAT SINGLE- 
STRANDED DNA-BINDING PROTEIN, . 
MITOCHONDRIAL PRECURSOR (MT-SSB) 
(MTSSB) (P16) fR.norveoicus1 


oUoO 


17292 


lit < A>l nrn i 

NM_012584 


General, 
cc 


Hydroxy-delta-5-steroid 
dehydrogenase, 3 beta- and 
steroid delta-isomerase 


Hydroxy-delta-5-steroid dehydrogenase, 3 
beta- and steroid delta-isomerase 


oUob 


oon 


NM__0 12599 


a, d, gg, 
hh 


Mannose binding protein A, 
serum 


Mannose binding protein A, serum 


3101 


17147 


NMJJ12657 


e, n, r, ii 


Serine protease inhibitor 


Serine protease inhibitor 


3101 


17148 


NM_012657 


r, ii 


Serine protease inhibitor 


Serine protease inhibitor 


3108 


1514 


NM_012678 


M 


Tropomyosin 4 


Tropomyosin 4 


3117 


1602 


NMJM2697 


dd.mm 


Organic cation transporter 


Organic cation transporter 


3124 


18730 


NM.012730 


a, J 


Cytochrome P450, subfamily 
IID2 


Cytochrome P450, subfamily IID2 


3134 


13731 


NM_012755 


bb 


Fyn proto-oncogene 


Fyn proto-oncogene 


3136 


17257 


NMJM2766 


x, 11, rr, ww 


Cyclin D3 


Cyclin D3 


3136 


17258 


NM_012766 


I k, nn, 

WW 


Cyclin D3 


Cyclin D3 


J215 


17174 


NMJ31 3030 


gg, hh 




R.norvegicus ASI mRNA for mammalian 
equivalent of bacterial large ribosomal 
subunit protein L22 


3227 


1859 


NM_013063 


P. y, nn 


ADP-ribosyltransferase (NAD+; 
poly (ADP-ribose) polymerase) 


ADP-ribosyltransferase (NAD+; poly (ADP- 
ribose) polymerase) 


3228 


675 


NMJ313066 


g 


Microtubule-associated protein 
2 


Microtubule-associated protein 2 


3229 


19335 


NMJ13067 


x, dd 


Ribophorin I 


Ribophorin 1 


OOO A 

3234 


1529 


NM_0 13082 


b, e, h, I, 
General 


Ryudocan/syndecan 2 


Ryudocan/syndecan 2 


3241 


1793 


111 1 ftJAJnr 

NM_013105 


ii 


Cytochrome P450, subfamily 
MA, polypeptide 3 


Cytochrome P450, subfamily IIIA, 
polypeptide 3 


3241 


1794 


NMJ13105 


ii 


Cytochrome P450, subfamily 
IIIA, polypeptide 3 


Cytochrome P450, subfamily IIIA, 
polypeptide 3 


3241 


1795 


NM.013105 


jj 


Cytochrome P450, subfamily 
IIIA, polypeptide 3 


Cytochrome P450, subfamily IIIA, 
polypeptide 3 


3241 


1796 


NM 013105 

1 Til VI \J |V 1 \J\J 


V 


v^yiuutiiurne r40U, SUDiamiiy 
IIIA, polypeptide 3 


Cytochrome P450, subfamily IIIA, 
polypeptide 3 


3241 


1797 


NM.013105 


j, r. jj 


Cytochrome P450, subfamily 
IIIA, polypeptide 3 


Cytochrome P450, subfamily IIIA, 
polypeptide 3, Rattus norvegicus Sprague 
Dawley testosterone 6-beta-hydroxylase, 
cytochrome P450/6-beta-A, (CYP3A2) 
mRNA. compete cris 


3243 


428 


NM_013112 


X 


Apolipoprotein A-ll 


Apolipoprotein A-ll 
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^ode 
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v *' ■ . 


Jmgene Sequence Cluster Title . ■ 


3244 : 


23709 1 


MMJ13113 I 


,w f z i 
. I 


VTPase Na+/K+ transporting ; 
Deta 1 polypeptide 


\TPase Na+/K+ transporting beta 1 
Dolypeptide 


3244 ! 


23710 I 


WL013113 \ 


/VW i 


MPase Na+/K+ transporting 
Deta 1 polypeptide 


\TPase Na+/K+ transporting beta 1 
Dolypeptide 


3245 


22582 


WL013120 


b.kk 


Glucokinase regulatory protein 


Glucokinase regulatory protein ! 


3247 


16650 


MM_013132 


a 


Annexin V 


tonexin V 


3249 


20150 


MM J1 3135 


DO 


RAS p21 protein activator 


RAS p21 protein activator 


3252 


16982 


NM.013144 


f, r, z, ee, 

ff t IT 


Insulin-like growth factor binding 
protein 1 


Insulin-like growth factor binding protein 1 


3253 


46 


NM_013151 


I, W 


Plasminogen activator, tissue 


Plasminogen activator, tissue 


3257 


1309 


NM 013159 


e, bb, oo 


Insulin degrading enzyme 


Insulin degrading enzyme 


3262 


1451 


NMJ)13168 


tt 


Hydroxymethylbilane synthase 


Hydroxymethylbilane synthase 


3262 


1452 


NMJJ13168 


ii 


Hydroxymethyibilane synthase 


Hydroxymethylbilane synthase 


3264 


24774 


NM_013176 


uu 


Transcription factor 12 


Transcription factor 12 i 


3267 


1258 


NM_013185 


0 


Hemopoietic cell tyrosine kinase 


Hemopoietic cell tyrosine kinase 


3268 


1255 


NM_013189 


ff.xx 


Guanine nucleotide binding 
protein, alpha 


Guanine nucleotide binding protein, alpha 


3269 


1300 


NMJ>13190 


t 


Phosphofructokinase, liver, B- 
type 


Phosphofructokinase, liver, B-type 


3271 


21396 


NM 013198 


k. ii 


Monoamine oxidase B 


Monoamine oxidase B ! 


3276 


20826 


NM_013218 


gg, hh 


adenylate kinase 3 


adenylate kinase 3 


3277 


18313 


NM_013220 


X 


cardiac ankyrin repeat protein 


cardiac ankyrin repeat protein 


3279 


1567 


NMJH3223 


p.s 


hemin-sensitive initiation factor 
2a kinase 


hemin-sensitive initiation factor 2a kinase 


3280 


815 


NMJM3224 


h, I, II, oo 


ribosomal protein S26 


ribosomal protein S26 


3297 


80 


NM_017021 


cc 


Interleukin 9 receptor 


Interleukin 9 receptor 


3315 


1523 


NMJ317079 


General 


CD1D antigen 


CD1D antigen 


3319 


1968 


NM_017091 


9 


Proprotein convertase 
subtilisin/kexin type 2 


Proprotein convertase subtilisin/kexin type 2 


3322 


20653 


NM.017104 


s 


Colony stimulating factor 3 
(granulocyte) 


Colony stimulating factor 3 (granulocyte) 


3343 


2968 


NMJJ17158 


n 


cytochrome P450, 2c39 


cytochrome P450, 2c39 


3343 


2970 


NMJM7158 


f , rr, ss 


cytochrome P450, 2c39 


cytochrome P450, 2c39 


3348 


20702 


NMJM7166 


General, 
dd, oo, pp 


Leukemia-associated cytosolic 
phosphoprotein stathmin 


Leukemia-associated cytosolic 
phosphoprotein stathmin 


3366 


18445 


NMJ)17220 


y 


growth and transformation- 
dependent protein 


growth and transformation-dependent 
protein 


3407 


18142 


NMj)17314 


r 


ubiquitin C 


ubiquitin C 


3409 


1894 


NM.017320 


ii. nn, pp 


cathepsin S 


cathepsin S 


3410 


17516 


NM_017321 


o, ii, jj, tt 


iron-responsive element-binding 
protein 


iron-responsive element-binding protein 


3411 


24766 


NM_017322 


k 


stress activated protein kinase 
alpha II 


stress activated protein kinase alpha II 


3411 


24767 


NMJM7322 


u 


stress activated protein kinase 
alpha II 


stress activated protein kinase alpha II 


3413 


24247 


NM_017332 


n; rr 


fatty acid synthase 


fatty acid synthase 


3414 


2000 


NM_017333 


9 


endothelin receptor 


endothelin receptor 


3415 


25515 


NM_017339 


9 


isM=homeobox 


isl-1=homeobox 
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Jriigehe Sequence Cluster Title 


3417 


16381 


MMJ)17343 

• 


,y. z, 

General, 

se 


nyosin regulatory light chain 


nyosin regulatory light chain 


3417 


16382 


NMJ)17343 


z 


myosin regulatory light chain 


myosin regulatory light chain 


3418 


520 


NM_017345 


n 


neural cell adhesion molecule 
L1 


neural cell adhesion molecule L1 


3424 


20778 


NWL019124 


a, ww 


rabaptin 5 


rabaptin 5 


3434 


17304 


NM_019144 


d, p, gg, 
hh 


Acid phosphatase 5, tartrate 
resistant 


Acid phosphatase 5, tartrate resistant 


3455 


1386 


NMJ19226 


d 


dynein, cytoplasmic, heavy 
chain 1 


dynein, cytoplasmic, heavy chain 1 


3478 


10016 


NMJM9289 




Actin-related protein complex 1b 


Actin-related protein complex 1b 


3479 


23678 


NMJ)19290 


!. u, 

General 


B-cell translocation gene 3 


B-cell translocation gene 3 


3479 


23679 


NMJM9290 


General, 
ss 


B-cell translocation gene 3 


B-cell translocation gene 3 


3481 


17507 


NM_019299 


w 


clathrin, heavy polypeptide (He) 


clathrin, heavy polypeptide (He) 


3484 


51 


NM_019335 


u 


Protein kinase, interferon- 
inducible double stranded RNA 
dependent 


Protein kinase, interferon-inducible double 
stranded RNA dependent 


3484 


52 


NM_019335 


u 


Protein kinase, interferon- 
inducible double stranded RNA 
dependent 


Protein kinase, interferon-inducible double 
stranded RNA dependent 


3488 


4592 


NM__019356 


h 


eukaryotic translation initiation 
factor 2, subunit 1 (alpha ) 


eukaryotic translation initiation factor 2, 
subunit 1 (alpha ) 


3494 


20057 


NM_019370 


General, 
nn 


alkaline phosphodiesterase 


alkaline phosphodiesterase 


3496 


15066 


NM_019373 


cc, rr 


apolipoproteln M 


apolipoprotein M 


3502 


24066 


NM 019384 


d, kk 


CTD-binding SR-like rA1 


CTD-binding SR-like rA1 


3503 


16 


NM_019386 


b.l, q, 

General, 

dd.kk 


tissue-type transglutaminase 


tissue-type transglutaminase 


3505 


20716 


NMJM9623 


b.l, 

General, 
gg, hh, II, 
uu 


cytochrome P450 4F1 


cytochrome P450 4F1 


3511 


18702 


NM.020080 


00 


nuclear protein E3-3 orfl 


nuclear protein E3-3 orfl 


3514 


13485 


NMJK0306 


d, bb 


a disintegrin and 
metalloproteinase domain 17 


a disintegrin and metalloproteinase domain 
17 


3514 


13486 


NMJJ20306 


s 


a disintegrin arid 
metalloproteinase domain 17 


a disintegrin and metalloproteinase domain 
17 


3517 


18727 


NM_021577 


g.m 


argininosuccinate lyase 


argininosuccinate lyase 


3520 


18544 


NM_021592 


e 


eHand protein 


eHand protein 


3525 


19696. 


NMJ321699 


I, nn 


serine/threonine kinase 


serine/threonine kinase 


3528 


19710 


NM_021744 


bb 


CD14antkjen 


CD14 antigen 
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3530 


19824 


NM_021750 


c, General, 
kk 


cysteine-sulfinate 
decarboxylase 


cysteine-sulfinate decarboxylase 


3530 


19825 


NM_021750 


I, General, 
dd, ii, qq, 
w 


cysteine-sulfinate 
decarboxylase 


cysteine-sulfinate decarboxylase 


3531 


20035 


NM_021754 


qq 


Nopp140 associated protein 


Nopp140 associated protein 


3531 


20036 


NM.021754 


r 


Nopp140 associated protein 


Nopp140 associated protein 


3533 


17884 


NM.021765 


q 


beta prime COP 


beta prime COP 


3533 


17885 


NM_021765 


q 


beta prime COP 


beta prime COP 


3535 


20161 


NMJ21836 


00 


un B proto-oncogene 


jun B proto-oncogene 


3537 


18839 


NM_021840 


g 


histone 2a 


histone 2a 


3538 


20129 


NM.021850 


gg, hh 


Bcl-w protein 


Bcl-w protein 


3542 


17100 


NM_022179 


d, h, I, ee 


Hexokinase 3 


Hexokinase 3 


3542 


17101 


NM.022179 


b, General, 
ii, kk, ss 


Hexokinase 3 


Hexokinase 3 


3545 


20194 


NM_022192 


V 


putative protein kinase C 
inhibitor 


putative protein kinase C inhibitor 


3546 


20204 


NNL022196 


f 


leukemia inhibitory factor 


leukemia inhibitory factor 


3548 


20269 


NM.022214 


bb 


CXC chernokine LIX 


CXC chernokine LIX 


3549 


20299 


NM_022220 


j 


L-gulono-gamma-lactone 
oxidase 


L-gulono-gamma-lactone oxidase 


3551 


762 


NM_022245 


t, mm 


cytochrome b5 


cytochrome b5 


3552 


6585 


NM 022266 


y 


connective tissue growth factor 


connective tissue growth factor 


3557 


17158 


NM_022298 


C.f, W, XX 


alpha-tubulin 


alpha-tubulin 


3557 


17160 


NM.022298 


nn 


alpha-tubulin 


alpha-tubulin 


3557 


17161 


NMJ322298 


y» nn, tt 


alpha-tubulin 


alpha-tubulin 


3560 


23980 


NMJ)22383 


w 


cyclase-associated protein 
homologue 


cyclase-associated protein homologue 


3563 


12082 


NM_022389 


Ii 


7-dehydrocholesterol reductase 


7-dehydrocholesterol reductase 


3563 


12083 


NM.022389 


jj 


7-dehydrocho!esterol reductase 


7-dehydrocholesterol reductase 


3564 


13479 


NMJ)22390 


e, y,xx 


quinoid dihydropteridine 
reductase 


quinoid dihydropteridine reductase 


3564 


13480 


NM_022390 


r, ss 


quinoid dihydropteridine 
reductase 


quinoid dihydropteridine reductase 


3566 


23060 


NM_022394 


u 


scaffold attachment factor B 


scaffold attachment factor B 


3578 


1610 


NM.022509 


ee, gg, hh 


survival motor neuron 


survival motor neuron 


3578 


1611 


NMJ)22509 


h,l 


survival motor neuron 


survival motor neuron 


3580 


2384 


NM_022513 


b, k, I, qq, 
uu, w 


dopa/tyrosine sulfotransferase 


dopa/tyrosine sulfotransferase 


3584 


4145 


NMJ>22518 


M« 


ADP-ribosylation factor 1 


ADP-ribosylation factor 1 


3584 


4153 


NM_022518 


bb 


ADP-ribosylation factor 1 


ADP-ribosylation factor 1 


3586 


4242 


NMJJ22521 


XX 


ornithine aminotransferase 


ornithine aminotransferase 


3587 


4256 


NM 022522 


00, uu 


caspase 2 


caspase 2 
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SEQ ( 
ID ! 
NO. 


3LGC ( 
D NO. J 
I 

: i 


SenBank . 1 
tec. or . ( 
*efSeq ID 
Mo. 


i/lodel \ 
Sode 


<nown Genie Name I 


Jnlgene Sequence Cluster Title : 


3587 < 


1257 1 


W.022522 J 


c, mm < 


;aspase 2 ( 


:aspase 2 


3588 * 


1412 I 


MM_022523 


,x ( 


2D151 antigen I 


3D151 antigen 


3597 ! 


?0803 


NJM_022592 


J,q I 


xansketolase 1 


transketolase 


3600 I 


20944 


MM 022597 I 


n r ff, ii " < 


:athepsin B 


cathepsin B 


3601 


20960 


NMJ22598 J 


a < 


:eltular nucleic acid binding 
protein 


cellular nucleic acid binding protein 


3604 


21115 


NM_022602 


r, z, ss 


serine threonine kinase pim3 


serine threonine kinase pim3 


3606 


21211 


NM_022607 1 


t, nn 


MIPP65 protein 


MIPP65 protein 


3614 

<J\J l*T 


20506 


NM_022686 


i 


germinal histone H4.gene 


germinal histone H4 gene 




20509 


NM_022689 


f, cc, dd, ff 


synaptosomal-associated 
protein, 23 kD 


synaptosomal-associated protein, 23 kD 


3R1R 




NM_022694 


u, ff 


p105 coactivator 


p1 05 coactivator 


OO JO 


17W7 


NM_022694 


u, w 


p105 coactivator 


p105 coactivator 




17757 
1 1 Of 


NM_022698 


y 


bd-2 associated death agonist 


bci-2 associated death agonist 


3619 


17808 


NM_022699 


h, II 


ribosomal protein L30 


ribosomal protein L30 s 


1R9A 




NM_022707 


u 


phosphoiamban 


phosphoiamban 


3625 


53 


NM_022714 


v.jj 


corticotropin-releasing factor 
receptor subtype 2 


corticotropin-releasing factor receptor 
subtype 2 






NM_022861 


s 


Munc13-1 


Munc13-1 


3632 


2006 


NM.022936 


O, XX 


cytosolic epoxide hydrolase 


cytosolic epoxide hydrolase 




9HH7 


NMJ22936 


o, s 


cytosolic epoxide hydrolase 


cytosolic epoxide hydrolase 






NM_022936 


O, S, XX 


cytosolic epoxide hydrolase 


cytosolic epoxide hydrolase 






NM 022936 


n, o 


cytosolic epoxide hydrolase 


cytosolic epoxide hydrolase 


ooo*+ 


15RQR 


NM_022939 


e 


syntaxin 12 


syntaxin 12 


ODO/ 


1 O l\J\J 


NM_022948 


y 


tricarboxylate carrier-like protein 


tricarboxylate carrier-like protein 


ouoo 




NM_022949 


b, I, 

General, 
ee 


ribosomal protein L14 


ribosomal protein L14 


?R^Q 


91491 


NM_022951 


tt 


putative protein phosphatase 1 
nuclear targeting subunit 


putative protein phosphatase 1 nuclear 
targeting subunit 


3643 


1053 


NMJ22962 


PP 


CL1BA protein 


CUBA protein 


3645 


8266 


NMJ)23103 


a, j, r, cc 


a!pha(1)-inhibitor 3, variant I 


alpha(1 )-inhibitor 3, variant I 


3645 


8267 


NWL023103 


r 


alpha(1)-inhibitor 3, variant I 


alpha(1)-inhibitor 3, variant I 


3645 


8268 


NM.023103 


r, mm, xx 


alpha(1)-inhibitor 3, variant I 


alpha(1)-inhibitor 3, variant I 


3645 


8269 


NM_023103 


r, ii, xx 


alpha(1)-inhibitor 3, variant I 


alpha(1)-inhibitor 3, variant I 


3646 


23976 


NM_023104 


ii 


acetoacetyl-CoA synthetase 


acetoacetyl-CoA synthetase 


3659 


17517 


NMJ>24151 


q, u, dd 


ADP-ribosylation factor 4 


ADP-ribosylation factor 4 


3663 


220 


NM 024161 


c, m 


cysteine string protein 


cysteine string protein 


3671 


771 


NM_024368 


a, qq 


src related tyrosine kinase 


src related tyrosine kinase 


3672 


23489 


NM_024375 


xx 


prepro bone inducing protein 


prepro bone inducing protein 


3674 


768 


NM.024382 


u,rr 


leuserpin-2 


leuserpin-2 


3676 


2733 


NMJJ24385 


bb.fi 


hematopoietically expressed 
homeobox 


hematopoietically expressed homeobox 


3678 


713 


NM_024391 


PP 


17-betahydroxysteroid 
dehydrogenase type 2 


17-beta hydroxysteroid dehydrogenase type 
2 


3679 


25070 


NM_024392 


o, Genera 


peroxisomal multifunctional 
enzyme type II 


peroxisomal multifunctional enzyme type II 1 
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3679 


9929 


NMj)24392 


p, w, ss 


peroxisomal multifunctional 
enzyme type II 


peroxisomal multifunctional enzyme type II 


3679 


9931 


NM_024392 


0, XX 


peroxisomal multifunctional 
enzyme type II 


peroxisomal multifunctional enzyme type II 


3682 


13633 


NM_024403 


w 


activating transcription factor 
ATF-4 


activating transcription factor ATF-4 


3682 


13634 


NM_024403 


r. w, z, 

General, 

ee,rr 


activating transcription factor 
ATF-4 


activating transcription factor ATF-4 


3688 


17916 


NMJJ24488 


g.q 


CDK5 activator-binding protein 
C53 


CDK5 activator-binding protein C53 


3690 


10305 


NM.030835 


ee.fr 


ribosome associated membrane 
protein 4 


ribosome associated membrane protein 4 


3690 


10306 


NM.030835 


b,q, x, 

General, 

dd 


ribosome associated membrane 
protein 4 


ribosome associated membrane protein 4 


3690 


10308 


NMJ330835 


lq 


ribosome associated membrane 
protein 4 


ribosome associated membrane protein 4 


3692 


18728 


NM_030846 


b, ww 


growth factor receptor bound 
protein 2 


growth factor receptor bound protein 2 


3692 


18023 


NM.030846 


k 


growth factor receptor bound 
protein 2 


growth factor receptor bound protein 2 


3693 


21509 


NM_030847 


f 


epithelial membrane protein 3 


epithelial membrane protein 3 


3695 


1035 


NM_030851 


y 


Bradykinin receptor B1 


Bradykinin receptor B1 


3701 


8815 


NM_030991 


ff 




ESTs, Highly similar to LAS1 J/IOUSE LIM 
AND SH3 DOMAIN PROTEIN 1 (LASP-1) 
{MLN 50) fM.musculusl 


3701 


25130 


NM_030991 


k 


Synaptosomal-associated 
protein, 25 kDa 


Synaptosomal-associated protein, 25 kDa 


3702 


1991 


NMJ30995 


XX 


Microtubule-associated protein 
1a 


Microtubule-associated protein 1a 


3704 


135 


NM_031003 


I, General 


4-aminobutyrate 
aminotransferase 


4-aminobutyrate aminotransferase 


3715 


24658 


NM_031018 


ff 


RATF2 


RATF2 


3717 


1480 


NMJ31021 


9 


casein kinase II beta subunit 


casein kinase II beta subunit 


3718 


1624 


NM_031023 


q. z. 
General 


di-N-acetylchitobiase 


di-N-acetylchitobiase 


3723 


15886 


NM_031035 


k, nn 


GTP-binding protein (G-alpha- 
i2) 


GTP-binding protein (G-alpha-i2) 


3724 


21095 


NM_031039 


e 


glutamic-pyruvate transaminase 
(alanine aminotransferase) 


glutamic-pyruvate transaminase (alanine, 
aminotransferase) 


3726 


17726 


NMJ)31043 


ii 


glycogenin 


glycogenin 


3726 


17727 


NM_031043 


PP. uu 


glycogenin 


glycogenin 


3726 


25328 


NM 031043 


e, bb 


glycogenin 


glycogenin 


3727 


1731 


NMJB1047 


tt 


unction plakoglobin 


unction plakoglobin 


3731 


9516 


NM_031053 


g 


mismatch repair protein 


mismatch repair protein 


3737 


24508 


NM 031073 


nn 


neurotrophin-3 (HDNF/NT-3) 


neurotrophin-3 (HDNF/NT-3) 


3740 


4683 


NM 031083 


d.f 


phosphatidylinositol 4-kinase 


phosphatidylinositol 4-kinase 
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! 


iVr- nr j 

DofQon in 
\eiOcq IU 

\Io. 


JlnHctl 1 

KlL/UCl ; I 


(nnu/n ripnp hlnmp * 1 


Jniaehe Senuence Cluster Title 

■ .• iS - ■ 

. '5 J. ■ 


3740 - 


1684 1 


MM 031083 I 


< 1 


Dhosphatidylinositol 4-kinase 


3hosphatidylinositol 4-kinase 


3743 


15201 i 




39. nn i 


f*M AIUCO 

^NAMc f ? 


fINAIVIE f 


3743 


15203 


MM_031093 I 
I 


. m, s f w, ? 
Seneral, tt 


»NAME? j 


WAIVE? 


3745 


1515 


Nlvl_0o1u95 1 


JU 


renin-binding protein 


renm-Dinaing protein s 


3745 


1516 


MM_031095 


K 


renin-binding protein 


renm-Dinaing protein 


3745 


1517 


NM_031095 


SS 


renin-binding protein 


renin-binding protein 


3746 


12639 


NM_0310'99 


, General, 
ee, 11 


ribosomal protein L5 


ribosomal protein L5 


3753 


16929 


NM_0311Q8 


h, 1, w, z, 
General, 
ee, ii, 11 


mRN A for ribosomal protein S9 


mRNA for ribosomal protein S9 


3754 


16847 


NMJ)31109 


h, xx 


ribosomal protein S10 


ribosomal protein o i u 


3759 


1580 


NM_031117 


00, WW 


small nuclear ribonucleoparticle- 
associated protein (snRNP) 
mRNA, clone Sm51 


small nuclear ribonucleoparticle-associated 
protein (snRNP) mKNA, clone bmo 1 


3761 


14970 


NM_031127 


l,p, x. z, 
General, 
kk, nn 


sulfite oxidase 


sulfite oxidase 


3763 


13358 


i It 1 A A 

NM_031135 


XX 


TGFB inducible early growth 
response 


: = 1 r 

TGFB inducible early growth response 


3764 


15052 


NMJ331136 


s 


thymosin beta-4 


thymosin beta-4 


3767 


15185 


NM_031140 


s, ii 


vimentin 


vimentin 


3770 


1291 


lit i f\rsA A ACS 

NM_031149 


w 


for proteasomal ATPase 
(SUG1) 


tor proteasomai a i rase ^ouo i j 


3771 


1201 


NM_031150 


V 


zona pellucida 2 glycoprotein 


zona pellucida 2 glycoprotein 


3776 


1963 


iim noHOOf 

NM_031236 


XX 


Alphal ,2-fucosyltransferase a 


Alphal ,2-fucosyltransferase a 


3781 


1422 


NM 031324 


SS 


prolyl endopeptidase 


prolyl endopeptidase 


3782 


18597 


NM„031325 


y, uu 


UDP-glucose dehydrogeanse 


UDP-glucose dehydrogeanse 


3784. 


18373 


Nlvl_031331 


ii, ww 


proteasome (prosome, 
macropain) 26S subunit, non- 
ATPase ,4 


proteasome ^prosome, macropaiiH ^oo 
subunit, non-ATPase,4 


3784 


18375 


NMJ331331 


h 


proteasome (prosome, 
macropain) 26S subunit, non- 
ATPase,4 


proteasome (prosome, macropain) 26S 
suDunit, non-A i rase,4 


3785 


6671 


NM_031333 


t, General, 
mm 


cadherin 2, type 1, N-cadherin 
(neuronal) 


cadherin 2, type 1 , N-cadherin (neuronal) 


3785 


6672 


NM_031333 


g 


cadherin 2, type 1, N-cadherin 
(neuronal) 


cadherin 2, type 1, N-cadherin (neuronal) 


3785 


6673 


NM_031333 


j 


cadherin 2, type 1, N-cadherin 
(neuronal) 


cadherin 2, type 1, N-cadherin (neuronal) 


- 3788 


11962 


NMJ331337 


rr 


sialyltransferase 9 (CMP- 
NeuAc:lactosylceramide alpha- 
2,3-sialyitransferase; GM3 
synthase) 


sialyltransferase 9 (CMP- 
NeuAc:lactosylceramide alpha-2,3- 
sialyltransferase; GM3 synthase) 
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3788 


11963 


IVIV* \J\J too/ 


XX 


oidiy iu cti lolCI doe D ^olVIr 

NeuAc:lactosy!ceramide alpha- 
^o-siaiyiuansierase, oivio 

own f ri opai 

syninase) 


Qialv/llrflnQfpriacip q rf^MP- 

oldiyiu dlloicl aOC «7 ^wivii 

NeuAc:lactosylceramide alpha-2,3- 
siajyiiransierase, oivio synuidbe^ 


3790 


4346 


NMJ)31343 


k 


solute carrier family 6 
i neurotransmitter 
transporter, noraoren a iinj, 
memuer /. 


solute carrier family 6 (neurotransmitter 
transporter,noradrenalin), member 2 


3791 


5821 


NM_031351 


II 


attractin 


attractin 


3792 


18538 


NM_031353 


t, y, mm 


voltage-dependent anion 
channel 1 


voltage-dependent anion channel 1 


Of uz. 


lOuOc? 


IMIVI UO lOQO 


t mm 
I, 1111 II 


VUlidytr-UcpcUUcIH dlllUll 

channel 1 


VUildyc-UcjJcI lUtJI II dMIUIl UllalllltM 1 


3803 


3292 


NMJ331531 


dd 


Serine protease inhibitor 


Serine protease inhibitor 


3804 


14633 


NM_031533 


b,l,s, 

oenerai, 

vv 


Androsterone UDP- 
g lucuronosyiiransierase 


Androsterone UDP-glucuronosyitransferase 


OoUO 


AAA 


iNlvl_Uo looo 


t, mm 


D /%oM l\/m r\h r\rr\ o O Ills' 

d ceil lympnoma c. UKe 


d ceu lympnoma c. iikc 


ooUD 


AAC 

h4o 


NIVI_Uo 1000 


t, mm 


d ceil lympnoma UKe 


D ceu lympnoma c. UKe, co i s, moaeraieiy 
similar 10 hvd \Dacienai aceioiaciaie 
synthase)-likej acetolactate syntiiase 
homoloq [Homo sapiens] fH.saoiensl 


OOUO 


AAf\ 




t w it II 

I, W ( U, ft, 

mm 


D L-tJII lyllipilUlild IIKfc? 


d ucii iyiii|Jiiuitia c iimj, loio, ivioucidiciy 

similar to ilvB (bacterial acetolactate 
syninase^-iiKe, aceioiaciaie synmase 
homoloo THomo sapiens] fH.saoiensl 


OO I 1 


I OUZH 


MM ni1*v79 


fionora! II 
ocltcldl, II, 


vyLUOIHUIII r *tOU lO-Ucld ycl lc 


wy lULH ilUil l r *r<j\J i J Ucid yciic 


3817 


15025 


NM.031572 


bb, qq 


Cytochrom P450 15-beta gene 


Cytochrom P450 15-beta gene 


O0£0 


iann^ 

i ouuo 


mm n^i^ftft 

l>lm__vO 1 ooo 


J 


npi ironi iltn 1 
i mm cyuiiii i 




OO£0 


lOVJ I I 


mm n^mfift 

INI VI UO 1 OOO 


uu 


llcUlcyuilli I 


npiirpniilin 1 


3846 


20766 


NMJ)31643 


nn 


mitogen-activated protein kinase 

Ml I doc 1 


mitogen-activated protein kinase kinase 1 


3846 


20767 


NMJ)31643 


s 


mitogen-activated protein kinase 


mitogen-activated protein kinase kinase 1 


3877 


13543 


NM 031749 


q, oo 


glucosidase 1 


glucosidase 1 


3877 


13544 


NK/L031749 


c 


glucosidase 1 


glucosidase 1 


3877 


13545 


NM 031749 


e 


alucosidase 1 


alucosidase 1 

\^ 1 M wwwl UMw V 1 


3877 


25209 


NM_031749 


v, w, bb, rr 


glucosidase 1 


glucosidase 1 


3878 


16624 


NM_031751 


k 


Shankl 


Shankl 


3879 


20724 


NMJ31753 


w 


activated leukocyte cell 
adhesion molecule 


activated leukocyte cell adhesion molecule 


3882 


16003 


NM_031757 


j 


matrix metalloproteinase 24 
(membrane-inserted) 


matrix metalloproteinase 24 (membrane- 
inserted) 


3884 


4314 


NMJ)31760 


b, m, dd, 
uu, w 


ATP-binding cassette, sub- 
family B (MDR/TAP), member 
11 


ATP-binding cassette, sub-family B 
(MDR/TAP), member 11 


3888 


14184 


NM_031776 


i 


guanine deaminase 


guanine deaminase 
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3888 


14185 


NM_031776 


L r,y 


guanine deaminase 


guanine deaminase 


3889 


1184 


NM 031778 


2C 


Shah-rplatpd dplavpd-rpctifipr 
K+ rhannpl fKvQ 3\ 


Shab-rplatpd delaved-rectifier K+ channpl 
Kv9.3) 






NMJ)31784 


u, V, tt 


potassium channel regulatory 
protein KChAP 


potassium channel regulatory protein 
KChAP 


3897 


1000 


NM 031809 




rvH in mini pntirip-natpH rhannpl 

uyuno i luuicuuuc^ycucu uiicmuci 

beta subunit 1 


ravelin nunlpotidp-oatpri channpl hpta ^uhiinit 

1 


3898 


16155 


NM.031810 


bb.ff 


defensin beta 1 


defensin beta 1 


3899 


16039 


NM 031811 

1 Til VI \J\J IU 1 1 


U, V, CC, AA 


tran^aliinla^p 1 

u ai loQiuuiaoc i 


transaldolass 1 

U C11.IOC1IUUICIOC 1 


3907 


10176 


NM 031837 


w 


E-septin 


E-septin 


3911 


1302 


NM 031841 


nn 

Pk 


«?tparovl-Oopn7vrnp A 

desaturase 1 , stearoyl- 
Coenzyme A desaturase 2 


^tparovl-nopn7vmp A rip^ati ira^p 1 


oo ID 


14/0 


NM 031 971 


pp 


Hpat ^hnrk nrntpin 7ft- 1 

Ileal Ol lUOFV JJUJlClil / \J 1 


FST<5 Hinhlv similar tn R10A RAT 

protein, alpha chain [R.norvegicus], Heat 

51 iuuk pruicii 1 / u- 1 


3919 


16257 




I q 

Ocllcial, II, 

rr 


narathvmnQin 
pen auiyii luoiit 


narathvmnQin 
pen au ly 1 1 iuaii i 


3922 


17805 


NM 011 QftO 


h fnpnpral 

gg, hh, w 


vju/r ~y luoui vjnuoy iu ai loici doc 


1 inP-nli ir^iimnn«5vltranQfpraQP 
uur "^iuvaii vi luoyiu diioici ooc 




17ft0fi 
I / ouo 


NM 011 Q80 


riortpral m 

VJd ICI CU, II, 

II 


I inP-nliiPiirnnn«5vltranQfpraQP 


1 inP-nliiriiirnnnQvlfTan*;fprfl^p 






NM 031981 


n w ff 


nd7 nrntpin 

p'Tl JJIULGIII 


n47 nrntpin 

UTI |JlwlCIII 


3925 


18898 


NM 031985 


pp 


S6 kinase 


S6 kinase 


3929 


964 


NM 039069 


V 


hiintinntin-a^nniatpH nrntpin 
mui nn lyui i cioow\siciicu jjiuichi 

interacting protein (duo) 


hi mtinntin-a^nHatpH nrntpin intprartinn 
iiui mi ly ui i aoom/iaicu piuiciii unci aouiiy 

protein (duo) 






NM_033096 


00 


Protein phosphatase type 1B 

ffnrmplv Mn-dpnpnHpnt 

yiiriiiiciy tvj, iviyvicpci luciit, 
Ucld loUIUI III 


Protein phosphatase type 1 B (formely 2C), 

Mn-ripnpnripnt hpta i«infnrm 






NM 033235 


i 11 an 


Malatp Hphvrirnnpna^p-likp 

iviciicilc uci lyiiiv/yGiicioc nrvc 

enzyme 


Malatp riphvrlrnnpna^p-iikp pn7vmp 
iviciiciLc uci iy ui wy ci iaoc iirvc cii£.yiiic 




A79A 


NM 033235 


j 
J 


Malate dehvdroaenase-like 
enzyme 


Malate dphvrlrnnpna^p-likp pnzvmp 


3942 


2577 


NM 033236 


u f bb 


Proteasome (Drosome 
macronain^ 26S subunit 
ATPase 


Proteasome fDrosome macroDain^ 26S 
^uhnnit ATPa^p 


3949 


24484 


NM_052806 


k 


Acetylcholine receptor beta 4 


Acetylcholine receptor beta 4 


3961 


23211 


NMJ353334 


f, nn 


calcium modulating ligand 


calcium modulating ligand 


3963 


15790 


NM_053341 


u 


regulator of G-protein signaling 
19 


regulator of G-protein signaling 19 


3966 


2548 


NMJ)53359 


rr 


ATX1 (antioxidant protein 1) 
homolog 1 (yeast) 


ATX1 (antioxidant protein 1) homolog 1 
(yeast) 


3967 


19512 


NMJ353365 


XX 


adipocyte lipid-binding protein 


adipocyte lipid-binding protein 


3969 


12223 


NMJ)53370 


nn, qq 


translocase of inner 
mitochondrial membrane 8 
(yeast) homoloq A 


translocase of inner mitochondrial 
membrane 8 (yeast) homolog A 
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3971 


13492 


NM_053400 


ss 


transducin-like enhancer of split 
3, homolog of Drosophila 


transducin-like enhancer of split 3, homolog 
of Drosophila 


3972 


16017 


NM_053401 


a 


brain expressed X-linked 3 


brain expressed X-linked 3 


3972 


16018 


NM_053401 


a,j 


brain expressed X-linked 3 


brain expressed X-linked 3 


3973 


6773 


NM.053410 


rr 


acyl- 

CoA:dihydroxyacetonephosphat 
e acyltransferase 


acyl-CoA:dihydroxyacetonephosphate 
acyltransferase 


3974 


13903 


NML053412 


General 


interleukin enhancer binding 
factor 3 


interleukin enhancer binding factor 3 


3976 


6186 


NM_053430 


it 


Flap structure-specific 
endonuclease 1 


Flap structure-specific endonuclease 1 


3977 


2242 


NM.053433 


I 


flavin-containing 
monooxygenase 3 


flavin-containing monooxygenase 3 . 


3981 


23274 


NMJ53467 


b, j, q, ee 


integral membrane protein 
Tmp21-I(p23) 


integral membrane protein Tmp21-I (p23) 


3981 


23276 


NIVL053467 


n 


integral membrane protein 
Tmp21-I (p23) 


integral membrane protein Tmp21-I (p23) 


3984 


3860 


NM_053477 


g, o, ff, fi 


malonyl-CoA decarboxylase 


malonyl-CoA decarboxylase 


3985 


4290 


NM_053487 


o, y.xx 


peroxisomal membrane protein 
Pmp26p (Peroxin-11) 


peroxisomal membrane protein Pmp26p 
(Peroxin-11) 


3986 


23558 


NM_053507 


General 


expressed in non-metastatic 
cells 3, protein (nucleoside 
diphosphate kinase) 


expressed in non-metastatic ceils 3, protein 
(nucleoside diphosphate kinase) 


3987 


16133 


NM_053516 


dd,jj 


unknown Glu-Pro dipeptide 
repeat protein 


unknown Glu-Pro dipeptide repeat protein 


3988 


19199 


NIVL053522 


u 


ras-like protein 


ras-like protein 


3988 


19200 


NM_053522 


k, I, s, cc 


ras-like protein 


ras-like protein 


3988 


19205 


NMJ53522 


cc, pp 


ras-like protein 


ras-like protein 


3988 


19206 


NM.053522 


a, cc 


ras-like protein 


ras-like protein 


3989 


18826 


NMJ553523 


x, ff, nn, ss 


homocysteine-inducible, 
endoplasmic reticulum stress- 
inducible, ubiquitin-like domain 
member 1 


homocysteine-inducible, endoplasmic 
reticulum stress-inducible, ubiquitin-like 
domain member 1 


3992 


31 


NM_053537 


j 


solute carrier family 22 (organic 
anion transporter), member 7 


solute carrier family 22 (organic anion 
transporter), member 7 


3992 


32 


NM.053537 


h, k, I, uu 


solute carrier family 22 (organic 
anion transporter), member 7 


solute carrier family 22 (organic anion 
transporter), member 7 


3993 


1058 


NMJ)53539 


d. o, q, v, 

ii.pp 


isopentenyl-diphosphate delta 
isomerase 


isopentenyl-diphosphate delta isomerase 


3994 


12496 


NM_053541 


kk 


low density lipoprotein receptor- 
related protein 3 


low density lipoprotein receptor-related 
protein 3 


3995 


15829 


NM_053551 


y, nn, xx 


pyruvate dehydrogenase 
kinase, isoenzyme 4 


pyruvate dehydrogenase kinase, isoenzyme 
4 


3996 


1198 


NMJ)53554 


t, mm 


phosphatidylinositol binding 
clathrin assembly protein 


phosphatidylinositol binding clathrin 
assembly protein 


3997 


11843 


NMJ)53555 


General 


vesicle-associated membrane 
protein 5 


vesicle-associated membrane protein 5 
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3997 


11844 


NM.053555 i 




vesicle-associated membrane 1 
protein 5 


vesicle-associated membrane protein 5 


3999 


4327 


MM_053563 i 




nuclear RNA helicase, DECD 
vanant of DEAD box family 


nuclear RNA helicase, DECD variant of . 
DEAD box family 


4000 


21940 


NM_053568 


General 


phosphate cytidylyltransferase 
2, ethanolamine 


phosphate cytidylyltransferase 2, 
ethanolamine 


4000 


21941 


NJM_053568 


T 


ohosphate cytidylyltransferase 
2, ethanolamine 


phosphate cytidylyltransferase 2, 
ethanolamine 


4003 


22617 


NM_053578 


d 


vacuolar proton-ATPase subunit 
M9.2 


vacuolar proton-ATPase subunit M9.2 


4005 


21423 


NM_053586 


r 


cytochrome c oxidase subunit 
Vb 


cytochrome c oxidase subunit Vb 


4005 


21424 . 


NMJJ53586 


e, General 


cytochrome c oxidase subunit 
Vb 


cytochrome c oxidase subunit Vb 


4008 


20842 


NMJ)53590 


mm 


proteasome (prosome, 
macropain) subunit, beta type 1 


proteasome (prosome, macropain) subunit, 
beta type 1 


4009 


20896 


NMJ353592 


w, x, bb 


Deoxyuridinetriphosphatase 
(dUTPase) 


Deoxyuridinetriphosphatase (dUTPase) 


4011 


21709 


NM_053596 


kk, ss 


Endothelin-converting enzyme 1 

- 


Endothelin-converting enzyme 1 


4012 


11830 


NMJ)53598 


General 


diphosphoinositol 
polyphosphate 
phosphohydolase type II 


diphosphoinositol polyphosphate 
phosphohydolase type II 


4012 


18795 


NM_053598 


bb 


diphosphoinositol 
polyphosphate 
phosphohydolase type II 


diphosphoinositol polyphosphate 
phosphohydolase type II 


4012 


23192 


NM_053598 


a, PP 


diphosphoinositol 
polyphosphate 
phosphohydolase type 11 


diphosphoinositol polyphosphate . 
phosphohydolase type II 


4013 


1390 


NMJD53599 


c, p, V 


ephrin A1 


. ; 

ephrin A1 


4024 


857 


NM 053633 


tt 


early growth response 2 


early growth response 2 


4027 


21637 


NM_053653 


kk 


vascular endothelial growth 
factor C 


vascular endothelial growth factor C 


4028 


7228 


NM.053654 


ii 


platelet-activating factor 
acetylhydrolase, isoform 1b, 
alphal subunit 


platelet-activating factor acetylhydrolase, 
isoform 1b, alphal subunit j 


Af\Of\ 

4UoU 


A 9-1 Q 

lolo 


NlVMJOoOOO 


9 


puriiiciyio (cucpiui r^A, iiydiiu- 

gated ion channel, 2 


nnrinprnir rprpntnr P9X linanri-natpri Inn 

channel, 2 


4031 


3454 


NM_053662 


ii, tt 


cyclin L 


cyclin L 


4031 


3455 


NMJ)53662 


w,tt 


cyclin L 


cyclin L 


4033 


24204 


NMJ)53670 


b, General 
uu 


, calcitonin gene-related peptide- 
receptor component protein 


calcitonin gene-related peptide-receptor 
component protein 


4034 


6784 


NMJ353671 


V 


TATA element modulatory facto 
1 


r TATA element modulatory factor 1 


4035 


1957 


NM_053674 


ii 


phytanoyl-CoA hydroxylase 
(Refsum disease) 


phytanoyl-CoA hydroxylase (Refsum 
disease) 
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4036 


16122 


NM_053698 


mm 


Cbp/p300-interacting 
transactivator, with Glu/Asp-rich 
carboxy-terminal domain, 2 


Cbp/p300-interacting transactivator, with 

Glu/Asn-rich earhnxv-fprrninal rlnmain 9 


4036 


16123 


NM_053698 


ee 


Cbp/p300-interacting 
transactivator with Glu/AsD-rich 
carhoxv-terminal rinmain 9 

uul UUAJf Id II III ICH UUl 1 lull 1, £m 


CbD/n300-interar:finn tran<5ar.tivatnr with 
Glu/A^n-rifih rarhfiYV-tprrninal rinmain 9 

^jiu/ nap nvsii oai uu Ay ici m hi lai uunidlll, c~ 


4037 


13622 


NIVL053713 


I 


Kruppel-like factor 4 (gut) 


Kruppel-like factor 4 (gut) 


4037 


22411 


NM_053713 


f. GO 


Kruppel-like factor 4 (gut) 


KrunneUIike factor 4 fniit\ 


4037 


25379 


NM_053713 


qq 


Kruppel-like factor 4 (gut) 


Kruppel-like factor 4 (gut) 


4040 


4324 


NM_053744 


cc 


delta-like homolog (Drosophila) 


delta-like homolog (Drosophila) 


4048 


3828 


NM_053785 


b, ss 


transmembrane 4 superfamily 
member 4 


transmembrane 4 superfamily member 4 j 


4051 


6004 


NM 053796 


rr 


junctional adhesion molecule 1 


junctional adhesion mnlprmtp 1 

juiiwuuiiui u\ji lv>tj|v_/l I IIIVSIGIAJIG 1 


4051 


6005 


NM_053796 


a, a. s 


junctional adhesion molecule 1 


junctional adhesion molpmlp 1 

JUIIwllvf IUI UUIIVOIUM 1 1 IV/lwV/Ulw 1 


4053 


25594 


NM_053799 


m 


aspartyl-tRNA synthetase 


aspartyl-tRNA synthetase 


4054 


15615 


NM 053800 


u 


thioredoxin 


thioredoxin 


4056 


15800 


NM_053810 


w, cc 


synaptosomal-associated 
protein, 29kD 


svnaDtosornal-associated nrotein 29kD 


4062 


20270 


NMJ53827 


bb, mm 


procollagen-lysine, 2- 
oxoglutarate 5-dioxygenase 
flvsine hvdroxv!a<5P Fhlprc- 
Danlos syndrome tvDe VI) 


procollagen-lysine, 2-oxoglutarate 5- 

dioxvopnasp flvsinp hvrirnwla^p Fhlpr<;- 


4063 


17154 


NM_053835 


d 


clathrin, light polypeptide (Lcb) 


clathrin liaht Doivoeotide (Lcb) 

VlUUIIIII| y WWl J UOL/UVi V IV-VJ'L// 


4064 


16590 


NM_053838 


V 


natriuretic peptide receptor 2 . 


natriuretic peptide receptor 2 


4065 


17299 


NM_053842 


WW 


mitogen activated protein kinase 
1 


mitooen activated Drotein kinase 1 


4067 


1508 


NM_053845 


e, uu, w 


ureidopropionase, beta 


ureidopropionase, beta 


4068 


19018 


NM_053849 


y, xx 


protein disulfide isomerase 
related protein (calcium-binding 
protein, intestinal-related) 


Drotein disulfide isomerase related Drotein 
fcalcium-binriinn nrotein intp^tinfll-rpIafpHV 

^v/caiotui 1 1 uiituiii^ piwicjii, iitic^ouMCii idCKGUJ 


4069 


24705 


NM_053850 


WW 


biliverdin reductase A 


biliverdin reductase A 


4079 


1337 


NM_053895 




FGF receptor activating protein 
1 


FGF receptor activating protein 1 


4083 


15706 


NM_053921 


U 


peroxisomal biogenesis factor 
12 


peroxisomal biogenesis factor 1 2 


4086 


1288 


NMJJ53949 


1,8 


potassium voltage-gated 
channel, subfamily H (eag- 
reiated), member 2 


potassium voltage-gated channel, subfamily 
H (eag-related), member 2 


4087 


1029 


NMJ)53953 


mm 


interleukin 1 receptor, type II 


interleukin 1 receptor, type II 


4088 


15822 


NMJB3957 


General 


amyloid beta (A4) precursor 
protein-binding, family B, 
member 3 


amyloid beta (A4) precursor protein-binding, 
family B, member 3 


4089 


6538 


NM_053959 


1 


myc box dependent interacting 
protein 1 


myc box dependent interacting protein 1 


4089 


6539 


NM_053959 


ss, uu 


myc box dependent interacting 
protein 1 


myc box dependent interacting protein 1 
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1 
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to. 
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<nown Gene Name 1 
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a no n 


ICCCO 1 


s!MJ)53961 ( 


3eneral < 


sndoplasmic retuclum protein ( 


sndoplasmic retuclum protein 29 


4uyu 




\im rv^QRi i 

Nivi v joao i i 


* 

■ 


anHnnla^mir rpturhim nrotpin < 

CO 


a ndonlasmic retuclum orotein 29 


A Ano 

4092 


15135 I 


NIVI VJOOjI 1 1 


u 


'•ihn^nmfll nrnfpin t R 


ri bosom al d rote in L6 


4092 


15136 


SJM.053971 


1 


ibosomal protein L6 


ribosomal protein L6 


4093 


1764 


NIVI UDO<Jf *t 


f nn 


ai iWorvntip tran^lfltinn initiation 

laULUI *tC 


eukarvotic translation initiation factor 4E 


4096 


1292 


NM_053980 


m 


ADP-ribosylation factor related 
protein 1 


ADP-ribosylation factor related protein 1 


4098 


15642 


NMJ)53985 


d, r, kk, rr 


H3 histone, family 3B 


H3 histone, family 3B ! 


4098 


15645 


iNivi uooyoo 


n rr 
II, 1 1 


no Hiaiuiivs, idi i iiiy jd 


htetone familv 3B 


4099 


18025 


NMJ)53989 


W 


progestin induced protein 


progestin induced protein 


4100 


16809 


NM_053990 


1, 00 


protein tyrosine phosphatase, 
non-recepior type z 


protein tyrosine phosphatase, non-receptor 

(una 9 

type c 


4102 


24430 


MM ncQQQC 


w 


proline UdllbpUIltJI 




4103 


16965 


nm_ uooyyy 


V 


protein pnubpt ididbc c ^lUitiiuiiy 

O A\ rani ilotnrv/ enhnnit R /PR 

cJ\) t regulatory auouiiii d \r r\ 
52), alpha isdform 


nrnfpin nhn^nhafpi^p fformprlv 
rpnnlatntv enhnnit R /PR W)\ alnha i<;nfnrm 


4104 


21066 


NM_054001 


c, v, ii, rr 


CD36 antigen (collagen type 1 

icC&piUi, INIUIIIUUopui IU1II 

receptorHike 2 


CD36 antigen (collagen type 1 receptor, 

fhrnmhn<;nnnriin rpf!Pntort-!ikp 2 


4105 


16566 


NM_054004 


u 


TBP-interacting protein 120A 


TBP-interacting protein 120A 


4106 


17431 


INlvl_VJO t *UUD 


rr 


i inr nrnfpin 
Ulll piuidit 


unr Drotein 


4114 


15391 


NNL057114 


I 


peroxiredoxin 1 


peroxiredoxin 1 


4115 


20254 


NMJ57116 


ii 


protein phosphatase 2 (formerly 

9A\ iwitilatrirv Qithnnif R /PR 
C*)\ nam mo tCAfnrm 

ozj, gammd looiurin 


protein phosphatase 2 (formerly 2A), 
rpfjulatorv subunit B fPR 52^ aarrima 

icnfnrm 

loUIUI III 


4118 


15151 


NMJ57131 


ss 


phosphoribosyl pyrophosphate 

«svnfhotfl<;p-a^<;nriatpH nrnfpin 2 


phosphoribosyl pyrophosphate synthetase- 
associated Drotein 2 


4120 


8592 


NM_057137 


q, xx 


phenylalkylamine Ca2+ 

anfannniQt fpmnnarnih hindino 

protein 


phenylalkylamine Ca2+ antagonist 
femoDamin bindino orotein 


4124 


358 


MM fVv7l4fi 


1 1 vv 

VJ| V V 


rtnmnlpment comDonent 9 


complement component 9 






MM 057*147 

INI VI \JsJi i*rf 


II 

II 


<;pr99 homoloa 


sec22 homolog 


4131 


23129 


NM_078622 


t,ff. 


phosphate cytldylyltransferase 
1 , choline, alpha isoform 


phosphate cytldylyltransferase 1, choline, 
alpha isoform 


4135 


23550 


NM_080698 


f 


fibromodulin 


fibromodulin 


4140 


23033 


NM_080888 


tt 


BCL2/adenovirus E1B 19 kDa- 
interacting protein 3-like 


BCL2/adenovirus E1B 19 kDa-interacting 
protein 3-like 


4141 


23477 


NM_080891 


W 


Fas death domain-associated 
protein 


Fas death domain-associated protein 


4142 


6143 


NMJ)80892 


e 


selenium binding protein 2 


selenium binding protein 2 


4146 


4739 


NM J 30400 


ff 


Dihydrofolate reductase 1 
(active) 


Dihydrofolate reductase 1 (active) 
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4147 


11421 


NMJ 30405 


w,tt 


src associated in mitosis, 68 
kDa 


src associated in mitosis, 68 kDa 


4150 


3579 


NMJ 30409 


uu 


complement component factor h 


complement component factor h 


4151 


3458 


NMJ 3041 2 


ii 


stromal cell derived factor 4 


stromal cell derived factor 4 


4152 


6909 


NMJ30413 


qq 


src family associated 
phosphoprotein 2 


src family associated phosphoprotein 2 


4155 


18293 


NMJ 30433 


o, ii, ss, xx 


acetyl-Coenzyme A 
acyltransferase 2 (mitochondrial 
3-oxoacyl-Coenzyme A thiolase) 


acetyl-Coenzyme A acyltransferase 2 
(mitochondrial 3-oxoacyl-Coenzyme A 
thiolase) 


4157 


3880 


NM_1 30749 


bb 


MAP/microtubuIe affinity- 
regulating kinase 3 


MAP/microtubule affinity-regulating kinase 3 


4158 


18846 


NMJ 30755 


b, dd 


citrate synthase 


citrate synthase 


4161 


16767 


NMJ 30826 


0 


hydroxyacyl-Coenzyme A 
dehydrogenase/3-ketoacyl- 
Coenzyme A hiolase/enoyl- 
Coenzyme A hydratase 
(Afunctional protein), alpha 
subunit 


hydroxyacyl-Coenzyme A dehydrogenase/3- 
ketoacyl-Coenzyme A hiolase/enoyl- 
Coenzyme A hydratase (trifunctional 
protein), alpha subunit 


4161 


16768 


NMJ 30826 


0, ss 


hydroxyacyl-Coenzyme A 
dehydrogenase/3-ketoacyl- 
Coenzyme A hiolase/enoyl- 
Coenzyme A hydratase 
(trifunctional protein), alpha 
subunit 


hydroxyacyl-Coenzyme A dehydrogenase/3- 
ketoacyl-Coenzyme A hiolase/enoyl- 
Coenzyme A hydratase (trifunctional 
protein), alpha subunit 


4169 


25405 


NMJ33307. 


s, t, mm 


protein kinase C, delta 


protein kinase C, delta _ 


4178 


17634 


NMJ33418 


q, z, 

General, 
uu 


solute carrier family 25 
(mitochondrial carrier; 
dicarboxylate transporter), 
member 10 


solute carrier family 25 (mitochondrial 
carrier, dicarboxylate transporter), member 
10 


4178 


17635 


NMJ 3341 8 


U 


solute carrier family 25 
(mitochondrial carrier; 
dicarboxylate transporter), 
member 10 


solute carrier family 25 (mitochondrial 
carrier; dicarboxylate transporter), member 
10 


4178 


17636 


NMJ33418 


PP 


solute carrier family 25 
(mitochondrial carrier; 
dicarboxylate transporter), 
member 10 


solute carrier family 25 (mitochondrial 
carrier; dicarboxylate transporter), member 
10 


4179 


19326 


NMJ 3341 9 


q, ss 


dyskeratosis congenita 1, 
dyskerin 


dyskeratosis congenita 1 , dyskerin 


4192 


25821 


NMJ33570 


cc 


gastrin-releasing peptide 


gastrin-releasing peptide 


4198 


1271 


NMJ 33593 


e 


adaptor-related protein complex 
AP-3, mu 1 subunit 


adaptor-related protein complex AP-3, mu 1 
subunit 


4199 


1546 


NMJ 33595 


a, s, uu, w 


GTP cyclohydrolase I feedback 
regulatory protein 


GTP cyclohydrolase I feedback regulatory 
protein 


4200 


17758 


NMJ 33606 


k, o, v, xx 


enoyl-Coenzyme A, hydratase/3- 
hydroxyacyl Coenzyme A 
dehvdroaenase 


enoyl-Coenzyme A, hydratase/3-hydroxyacyl 
Coenzyme A dehydrogenase 
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4ZUo 




NM_1 33617 


b, q; 
oenerai 


serine (or cysteine) proteinase 
inniDiior, ciaae a (aipna-i 
antiproteinase, antitrypsin), 
member 10 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha- 1 antiproteinase, antitrypsin), 
member 1 0 


4204 


1728 


INM_ lOOO I O 


u, in, O, CC 


nyaroxyacyi-uoenzy.me a 
dehydrogenase/3-ketoacyl- 
Coenzyme A thiolase/enoyl- 
Coenzyme A hydratase 
^functional protein), beta 
subunit 


nyaroxyacyi-ooenzyme a aenyarogenase/o- 
ketoacyl-Coenzyme A thiolase/enoyl- 
Coenzyme A hydratase (Afunctional 
protein), beta subunit 


4207 


1463 


NM J 34334 


e,ji 


cathepsin D 


cathepsin D 


4208 


16456 


MR/I HQ/IQ/IO 


w 


kak i b, memoer or kao 
oncogene family 


RAP1 B, member of RAS oncogene family 


4208 


16457 


l\HVI_l 0404o 


u 


DAD4D r~r\ f% n-t tl n w nf DAP 

KAri d, member ot KAo 
oncogene family 


hap 1 d, member ot KAb oncogene tamiiy 


4209 


517 


NM J 34350 


ee 


Myxovirus (influenza) 
resistance, homolog of murine 
Mx (also interferon-inducible 
protein IFI78), myxovirus 
(influenza virus} resistance 3 


myxovirus (influenza virus) resistance 3 


4210 


606 


NM_I 0400Z 


f 1/1/ 14 

T, KK, It 


Plasminogen activator, 
urokinase receptor 


Plasminogen activator, urokinase receptor 


4211 


14876 


NM_1 o4obi 


u 

n 


small inducible cytokine 
subfamily C, member 1 
(lymphotactin) 


iT*~~j — P sir — 

small inducible cytokine subfamily C, 

member 1 (lymphotactin) 


4214 


1530 


NiVl_n 0403/ 


— 

n, w 


llo proiein 


lld protein 


4216 


1557 


NM_1 O44uo 


qq, ss, w 


ucao protein 


ucao proiein 


4218 


2641 


NM J 34408 


w, General 


calcium-independent alpha- 
latrotoxin receptor homolog 2 


calcium-independent alpha-latrotoxin 
receptor homolog 2 


4223 


2801 


MM 41AAAQ 
IN(VL_lo444y 


ii. oo 


r rvLf-uena Dinaing proiein 


risLf-aeua Dinaing proiein 


4223 


2802 


IMIV1_1 o444» 


c 


ri\L/-aeita Dinaing proiein 


ri\o-oeua Dinaing proiein 


4227 


5208 


MM 4*iQtZf\A 


W, IT 


pregnancy-inoucea growin 
inhibitor 


pregnancy-inaucea growtn innioitor 


4230 


534 




k II 

D, U 


cytoenrome r4ou zcz/c 


cyiocnrome r40U lQcl. 


4231 


15054 


NMJ38515 


P 


cytochrome P450 2D18 


cytochrome P450 2D18 


4232 


24672 


NMJ38517 


jj 




Rat natural killer (NK) cell protease 1 (RNKP- 
i } mt\iMA, compieie cas 


4243 


23166 


NM_1 38839 


m, rr 


Vacuole Membrane Protein 1 


Vacuole Membrane Protein 1 i 


A OA A 
4Z44 


loyo 


MM 11AR4n 
nllvl IO0O4U 


9 


froncnrtlrti notwftrlf nmfoin 1 

lians-yoigi mgiwuik ijiulcim i 


Li diio-yuiyi iiciwurK piuicin i 


4244 


1899 


NM_1 38840 


w 


trans-golgi network protein 1 


trans-golgi network protein 1 


4249 


17530 


NM 138877 


s 


DiaDhorase (NADI-H 
(cytochrome b-5 reductase) 


Diaohorase fNADH^ (cytochrome b-5 
reductase) 


4249 


17532 


NM_1 38877 


U 

General, 
nn 


Diaphorase(NADH) 
(cytochrome b-5 reductase) 


Diaphorase (NADH) (cytochrome b-5 \ 
reductase) 


4249 


17533 


NMJ38877 


General, 
gg.hh, ii 


Diaphorase (NADH) 
(cytochrome b-5 reductase) 


Diaphorase (NADH) (cytochrome b-5 
reductase) 


4249 


25039 


NM_1 38877 


General, 
ss 


Diaphorase (NADH) 
(cytochrome b-5 reductase) 


Diaphorase (NADH) (cytochrome b-5 j 
reductase) 
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SEQ 

ID 

NO. 


GLGC 

ID NO. : 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model , 
Code 


Known Gene Name 


Unigene Sequence Cluster Title 


4251 


4593 


NMJ38881 


a 


Best5 protein 


Bests protein 


4251 


4594 


NMJ 38881 


a, qq 


Best5 protein 


Best5 protein 


4251 


4595 


NMJ 38881 


k 


Bests protein 


Best5 protein 


4252 


7395 


NMJ 38883 


M 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, O 
subunit(oligomycin sensitivity 
conferrinq protein) 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, O subunit 
(oligomycin sensitivity conferring protein) 


4253 


14964 


NMJ38884 


S, Ml 


aldo-keto reductase family 1, 
member D1 (delta 4-3- 
ketosteroid-5-beta-reductase) 


aldo-keto reductase family 1, member D1 
(delta 4-3-ketosteroid-5-beta-reductase) 


4253 


14965 


NMJ 38884 


m 


aldo-keto reductase family 1, 
member D1 (delta 4-3- 
ketosteroid-5-beta-reductase) 


aldo-keto reductase family 1 , member D1 
(delta 4-3-ketosteroid-5-beta-reductase) 


4257 


18867 


NMJ38900 


b.h, 

General, 
dd.rr 


complement component 1, s 
subcomponent 


complement component 1, s subcomponent 


4262 


17185 


NMJ38919 


dd 


unc-50 related protein (UNCL) 


unc-50 related protein (UNCL) 


4263 


287 


NMJ 39042 


XX 


guanyiyl cyclase with kinase-like 
domain, soluble 


guanyiyl cyclase with kinase-like domain, 
soluble 


4265 


1674 


NMJ 39086 


e 


syncollin 


syncollin 


4267 


809 


NMJ 39089 


ee 


small inducible cytokine B 
subfamily (Cys-X-Cys), member 
10 


small inducible cytokine B subfamily (Cys-X- 
Cys), member 10 


4268 


737 


NMJ 39093 


e.tt 


CTD-binding SR-like protein rA9 


CTD-binding SR-like protein rA9 


4274 


17684 


NMJ 391 02 


d, h, uu 


dimethylglycine dehydrogenase 
precursor 


dimethylglycine dehydrogenase precursor 


4275 


18108 


NMJ39105 


i, w, 

General, 
uu, w 


ribonuclease/angiogenin 
inhibitor 


ribonuclease/angiogenin inhibitor 


4276 


18450 


NMJ39106 


r, ss 


ATP synthase, H-t- transporting, 
mitochondrial F1 complex, delta 
subunit 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, delta subunit 


4279 


1301 


NMJ39192 


n 


stearoyl-Coenzyme A 
desaturase 1 


stearoyl-Coenzyme A desaturase 1 


4286 


8717 


NMJ 39333 


gg, hh 


neuronal differentiation-related 
gene 


neuronal differentiation-related gene 


4289 


23681 


NMJ44746 


General, rr 




Rattus norvegicus protein phosphatase 2A B 
regulatory subunit delta isoform mRNA, 
complete cds 


4304 


1798 


NMJ 45779 


a, d, m, 
uu, w 




R.norvegicus alpha-1-macroglobulin mRNA, 
complete cds 


4308 


20740 


NMJ 45878 


bb, pp 




Rattus norvegicus Sprague-Dawley lipid- 
binding protein mRNA, complete cds 


4313 


16963 


NMJ47214 


r, ee 


Caldesmon 1, protein 
phosphatase 2 (formerly 2A); 
regulatory subunit B (PR 52), 
alpha isoform 


Caldesmon 1, protein phosphatase 2 
(formerly 2A), regulatory subunit B (PR 52), 
alpha isoform 
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SEQ C 

ID ' .-I 

no: 


3LGC ( 
D NO. y 

F 

i 
i 


SenBank P 
tec.br ( 
tefSeqID 

AO. 


Aodel J 
?ode 


(nown Gene Name I 


Jnigene Sequence Cluster Title = 

. • ' -;vv '. ' " ' ' "'-!.* 


4315 ' 


10544 t 


slMJ52935 r 


Tl 


F 
f 
( 


Rattus norvegicus outer mitochondrial 
nembrane receptor rTOM20 mRNA, 
complete cds 


4315 * 


10545 1 


MM 152935 ( 


DC 


I 
i 

( 


Rattus norvegicus outer mitochondrial 
"nembrane receptor rTOM20 mRNA, 
somDlete cds 


4316 


12700 


NM_152936 i 


w 




Rat pancreatic secretory trypsin inhibitor 
type II (PSTl-ll) mRNA, complete cds 




4 A OA 


NMJ53313 


a,cc 




Rat cytochrome P450CMF1b mRNA, 
complete cds 


4oz1 


14b32 


NM 153314 


f uu 


Androsterone UDP- 
lucuronosyltransferase 


Androsterone UDP-glucuronosyltransferase 


4321 


14346 


MM 153314 


b I i 

General, 

qq, vv, ww 




Rat UDP-glucuronosyltransferase mRNA, - 
complete cds 


4321 


14347 


NMjl 53314 


b, General, 
w 




Rat UDP-glucuronosyltransferase mRNA, 
complete cds 


4322 


7789 


NM 151fv*0 






Rattus norvegicus putative four repeat ion 
channel mRNA, complete cds 


4343 


o<i net a 

21981 


Of \J\J 1 \7 


ss, w 




ESTs, Highly similar to B54676 antiquitin - 
rat (fragment) [R.norvegicus] 


4347 


24469 


Off ooo 


m rr 
hi, ii 




ESTs, Highly similar to MLES^RAT Myosin 
light chain alkali, smooth-muscle isoform 
(MLC3SM) fR.norveqicusl 


4365 


17999 


U19485 


a, g, x, bb, 
rr 


spp-24 precursor 


spp-24 precursor 


4365 


18000 


U 19485 


a y cc dd 


spp-24 precursor 


spp-24 precursor 


4366 


228 


U20194 


UU 




Rattus norvegicus complement C8 beta 
(C8b) mRNA, partial cds 


4366 


229 


U20194 


General 




Rattus norvegicus complement C8 beta 
(C8b) mRNA, partial cds 


A ICQ 


100/ 


U27518 


ss 




Rattus norvegicus UDP- 
glucuronosyltransferase mRNA, complete 
cds 


4371 


21488 


U32575 


e, xx 




ESTs, Weakly similar to I49523 tumor 
necrosis factor alpha-induced protein 2 - 
mouse [M.musculusl 


4391 


3387 


U75411 


cc 




Rat Ig active Iambda2-like chain mRNA, 3' 
end 


4413 


672 


X13722 


ff.ii 




Rat mRNA for LDL-receptor 


4416 


15653 


X14210 


ee. II 


NADH ubiquinone 
oxidoreductase subunit B13 


NADH ubiquinone oxidoreductase subunit 
B13 


4417 


18541 


X14671 


h, gg, hh 




ESTs, Highly similar to RL26_RAT 60S 
RIBOSOMAL PROTEIN L26 [R.norvegicus] 
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SEQ 
ID 

no. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model 
Code 


Known Gene Name ' 'K 


Unigene Sequence Cluster Title . ■« 

'**..... ." ■ )'» 


4419 


19244 


X15013 


h, gg, hh 




ESTs, Highly similar to RL7A.HUMAN 60S 
ribosomal protein L7a (Surfeit locus protein 
3) (PLA-X polypeptide) [R.norvegicusl 


4430 


18606 


X53504 


h,j, 

General, 
gg, hh, II 




ESTs, Highly similar to RL12__RAT 60S 
RIBOSOMAL PROTEIN L12 [R.norvegicus] 


4433 


24577 


X55153 


h, v, 
General 




ESTs, Highly similar to R6RTP2 acidic 
ribosomal protein P2, cytosolic [validated] - 
rat |R.norvegicus1 


4438 


17175 


X58389 


rr 




Rnorvegicus ASI mRNA for mammalian 
equivalent of bacterial large ribosomal 
subunit protein L22 


4444 


21657 


X61381 


b, x, 

General, 
bb, dd, II, 
nn.qq 




Rattus norvegicus interferon-inducible 
protein variant 10 mRNA, complete cds 


4456 


22424 


X67788 


z, gg, hh 


villin 2 


villin 2 


4458 


602 


X68101 


bb 




R.norvegicus trg mRNA 


4459 


588 


X69834 


a, ii, rr 




R.norvegicus mRNA for serine protease 
inhibitor 2.4 


4460 


16300 


X70706 


i 


plastin 3 (T-isoform) 


plastin 3 (T-isoform) 


4468 


463 


X83579 


f, q, u, ww 


cyclin-dependent kinase 7 
(M015 homolog, Xenopus 
laevis, cdk-activating kinase) 


cyclin-dependent kinase 7 (M015 homolog, 
Xenopus laevis, cdk-activating kinase) 


4478' 


17146 


Y07534 


b, qq 


Serine protease inhibitor 


Serine protease inhibitor 


4480 


20695 


Y09000 


gg, hh 


Dendrin 


Dendrin 


4481 


407 


Z11995 


gg, hh 


low density lipoprotein receptor- 
related protein associated 
protein 1 


low density lipoprotein receptor-related 
protein associated protein 1 


872 


16499 


AA925300 


d 


HHs:mitogen-activated protein 
kinase kinase kinase 3 


ESTs, Weakly similar to mitogen activated 
protein kinase kinase kinase 1 [Rattus 
norvegicusl [Rnorveqicusl 


1908 


2069 


AM 03616 


bb 


HHsxas-related C3 botulinum 
toxin substrate 1 (rho family, 
small GTP binding protein 
Rad) 


ESTs, Weakly similar to ras-like protein 
[Rattus norvegicus] [R.norvegicus] 


2650 


5778 


AI233246 


ii 


HHs:polymerase (RNA) II (DNA 
directed) polypeptide B (140kD) 


ESTs, Weakly similar to RNA polymerase I 
(127 kDa subunit) [Rattus norvegicus] 
[R.norvegicus] 


2654 


5779 


AI233350 


I 


HHs:polymerase (RNA) II (DNA 
directed) polypeptide B (140kD) 


ESTs, Weakly similar to RNA polymerase I 
(127 kDa subunit) [Rattus norvegicus] 
[R.norvegicusl 


4387 


11 


U70210 


g 


amyloid beta (A4) precursor 
protein-binding, family B, 
member 2 


amyloid beta (A4) precursor protein-binding, 
family B, member 2 


123 


18115 


AA800339 


d, General, 
ee, kk 


Transferrin 


Transferrin 



MSDOCJD: <WO 03065993A2_I_> 



WO 03/065993 PCT/US03/03482 



140 



TABLE 1 >^ : Attorney Docket -No. 44921 -511 3W0 

Document No. 1926271.2 


SEQ < 

ID 

NO. 


3LGC 
D NO. i 

.; -■ 


SenBank 
Acc. or < 
lefSeq ID 
No. 


Vlodel 
iode 


<nown Gene Name 


Unigene Sequence Cluster Title 

• ■ ' 


184 


2143 


AA8 17892 < 


a nn hh ii 
~"i yyi nil, JJ 


nuaninp nuHpfitiffp hinrfina 

nrntpin hpta 9 Qiihnnit 

JIUICIII UCla £. OuUUIIIl 


□uanine nucleotide bindina orotein beta 2 

9UUUIUI 


420 


2263 


AA859757 1 


s 


collagen, type V, alpha 1 


collagen, type V, alpha 1 


435 


23324 


AA859980 


a, c, d, jj 


T-complex 1 


T-complex 1 


4T5 

too 


1 00 1 0 




3 p n ii 
a, O, q, JJ, 

SS 


T-rnmnlPY 1 


T-c.fi mnfpx 1 


445 


17111 


AA860062 


ee 


Albumin 


Albumin 


4Q7 


1»V}49 

1 Oott 


AAR75179 

/A/AO / J 1 / £. 


ft 


OllO uuillalll Ml laoc uillVJlliy 

protein 1 


£H*Wlnmairi kina^p hinriina nrotpin 1 

oi io vjwi i lew i ivu laoc uniuiiiy piutciu i 


AQQ 

too 


too?/ 


AAR759D7 




H/arn/vilfthin hpta 
nciiiuyiuuiii, uclo 


Hpmnnlfihip hpfp 
nci t loyiouii i , ucia 


592 


17345 


AA892014 


c 


HLA-B associated transcript 1 A 


HLA-B associated transcript 1A 


^Q9 


I / Of O 




ft 


Ml— r\~D dooLK^IalcU U cMloUl l|Jl In 


HI A-R flCQnHatpH tran<ii^rint 1A 


656 


23180 


AA892649 


J. I. 

General, 

cc 


gamma-aminobutyric acid 
receptor associated protein 


gamma-aminobutyric acid receptor 
associaieu proiein 


663 


12118 


AA892775 


I, General, 
gg, hh, kk 


Lysozyme 


Lysozyme 


704 


20986 . 


AA893242 


0 


fatty acid Coenzyme A ligase, 
long cnain z 


fatty acid Coenzyme A ligase, long chain 2 


/OD 


OOl / 


AMoy'ht/ o 





airncuiyidryinine 
dimethylaminohydrolase 1 


rlimofhvlarnininp Hlmoth\/iaminnh\/HrnlaQP 1 
UM I leu lyial y II llllc UllNcll lyial MN IUi lyUI Ulaoc | 


oOo 


1Q4.91 


nnWo 1 O^i 


II, cc 


Himpthvlarnininp 
Ull I ICU ly laiy I) III it; 

dimethylaminohydrolase 1 


Himpfhvlarnintnp riimpfhvlaminohvdrolase 1 

vju i icui jiai y u ill ic un i icu ly icu i in ivji ty ui uiaoc i 


iUo*t 




AAQ5791 A 


it 
II 


Px/rJin H1 
v/yuiii i \j i 




1246 


14583 


AB008807 


dd.uu 


glutathione S-transferase 

Amona 1 
OH icy d I 


ESTs, Highly similar to GT01_RAT 

OlUlaLI llUi 1C U a] lolCI aoC Ull icy a I ^vjy I \j I 

1) (Glutathione-dependent 

OcnyurUaoCUi Dale IcUUolcJot;/ [rx.llOl VcyluUo 


IZ*to 


I / OUO 


ARft199'*1 
nDU [ £^o I 


h 
11 


nnHpar faririr l/R 


nurlpar fartnr 1/R 

iiuoicai i av> wj \ uu 


i9*\n 
i zou 


/ZHH 1*+ 


ARni99^4 

nDU 1 


ii 
11 


Nurlpar farfnr l/X fflCAAT- 

binding transcription factor) 


Nurlpar factor l/X iCCAAT-bindina 

iNUOicai lavioi w a ^uonn i uuiuuiy 

transcription factor) 


19^1 
i £.0 i 


•too 1 




c 

0 


arvl hvrirnrarhnn rpppntor 

niiHpar trancln/'^ptnr-lik'P 
iiuuicai ii cm loiuisciiui uftc 


arvl hvrirocarbon rpcentor nuclear 
f ra n *; 1 n fiato r- likp 

u cii loiUvCiUJi iirvc 


1257 


20438 


AF009656 


e,u 


hypoxanthine guanine 

piiuopi iui liouayi u oi ioici aoc 


hypoxanthine guanine phosphoribosyl 

tran^fpra^p 

U Oil IOICI QOC 


1259 


4308 


AF015953 


WW 


aryl hydrocarbon receptor 
nuclear translocator-like 


aryl hydrocarbon receptor nuclear 
translocator-like 


1278 


16006 


AF062594 


m, ii 


nucleosome assembly protein 1- 
like 1 


• nucleosome assembly protein 1-like 1 


1314 


7785 


AI008758 


vv 


Dipeptidyl peptidase 4 


Dipeptidyl peptidase 4 


1410 


16010 


AI011922 


e 


nucleosome assembly protein 1- 
like 1 


■ nucleosome assembly protein Mike 1 


1465 


17065 


AI013531 


qq 


carbonyl reductase 1 


carbonyl reductase 1 


1596 


20983 


AI044900 


0, V 


fatty acid Coenzyme A ligase, 
long chain 2 


fatty acid Coenzyme A ligase, long chain 2 


1938 


18277 


AI104399 


t 


Triosephosphate isomerase 1 


Triosephosphate isomerase 1 



BNSDOC1D: <WO O3065993A2_l_> 



WO 03/065993 



PCT/US03/03482 



141 



TABLE 1 - r - Attorney Docket No. 44921, 511 3VVO 
- : ^ '■. Document No. 1926271.2 


SEQ 

ID. 

NO. 


GLGC 
ID no; 


GenBank 
Acc.br 
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No. u 


Model. 
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Known Gene Name 


Unigene Sequence Cluster Title 


1961 


17171 


AM 051 37 


oo, rr 


Somatostatin 


ESTs, Highly similar to GTK1JW 
Glutathione S-transferase, mitochondrial 
(GST 13-13) (Glutathione S-transferase 
subunit 13) (GST class-kappa) 
[R.norveaicusl. Somatostatin 


2031 


16510 


AI1 37583 


b, w, ij, rr, 
tt 


Inhibitor of DNA binding 2, 
dominant negative helix-loop- 
helix protein 


Inhibitor of DNA binding 2, dominant 
negative helix-loop-helix protein 


2235 


12614 


AI1 75294 


General 


ribosomal protein L21 


ribosomal protein L21 


2424 


19427 


AI179510 


PP 


dimethylarginine 
dimethylaminohydrolase 1 


dimethylarginine dimethylaminohydrolase 1 


2465 


22845 


AI227887 


t 


cell division cycle 42 


ceil division cycle 42 


2487 


18612 


AI228624 


a, c t e, kk 


ribosomal protein L29 


ribosomal protein L29 


2532 


23041 


AI230130 


e 


ectonucleoside triphosphate 
diphosphohydrolase 2 


ectonucleoside triphosphate 
diphosphohydroiase 2 


2/67 


14666 


AI236912 


z 


Ngfi-A binding protein 1 


Ngfi-A binding protein 1 


2823 


19112 


AI639157 


w 


ribosomal protein L13 


ribosomal protein L13 


2896 


9135 


D45247 


b, mm 


proteasome beta type subunit 5 


ESTs, Highly similar to PSB5_RAT 
Proteasome subunit beta type 5 precursor 
(Proteasome epsilon chain) (Macropain 
epsilon chain) (Multicatalytic endopeptidase 
complex epsilon chain) (Proteasome subunit 
X) (Proteasome chain 6) [R.norvegicus] 


2901 


20984 


D90109 


o, gg, hh, 

00, uu 


fatty acid Coenzyme A ligase, 
long chain 2 


fatty acid Coenzyme A ligase, long chain 2 


2939 


26368 


H34047 


ji 


T-complex 1 


T-complex 1 


2960 


17508 


L08814 


e, gg, hh, 

00 


Structure specific recognition 
protein 1 


Structure specific recognition protein 1 


29/8 


21146 


L35558 


gg.hh 


Solute carrier family 1 A1 (brain 
glutamate transporter) 


Solute carrier family 1 A1 (brain glutamate 
transporter) 


2989 


1466 


M14050 


P. q. 

General, 
dd.ff 


Heat shock 70kD protein 5 


ESTs, Heat shock 70kD protein 5 


3017 


21399 


M36410 


General 


sepiapterin reductase 


sepiapterin reductase 


3017 


21400 


M36410 


n, x, 

General, 
dd, ee 


sepiapterin reductase 


sepiapterin reductase 


3027 


13547 


M63983 


e 


hypoxanthine guanine 
phosphoribosyl transferase 


ESTs, Moderately similar to ICA2J/IOUSE 
Intercellular adhesion molecule-2 precursor 
(ICAM-2) (CD102) (Lymphocyte function- 
associated AG-1 counter-receptor) 
[M.musculus], hypoxanthine guanine 
phosphoribosvl transferase - 


3028 


10743 


M64780 


I. ft* 
General 


Agrin 


Agrin 


3028 


10744 


M64780 


I, P, z. 
General, ii, 
nn. rr 


Agrin 


Agrin 
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SEQ < 
ID, I 

n6. 


3LGC < 
D NO. i 

. I 
I 


3enBank I 
\cc. or ( 
RefSeq ID 
Mo. • 


\flodel. 1 
2ode 


<nown GeneiName . 1 


Jnigene Sequence Cluster Title 

' ■ " '*- . ' { "■ 
. . ■ ... 


3031 


21670 I 


VI80601 1 
( 


1, z, 
Seneral 


Drogrammed cell death 2 


Programmed cell death 2 


3045 


22513 


NM_012488 i 


in i 


Mpha-2-macroglobulin i 


^pha-2-macroglobulin 


3052 


20153 


NM_012503 I 


o, 9, v 


teialoglycoprotein receptor 1 
hepatic lectin) 


Asialoglycoprotein receptor 1 (hepatic lectin) 


3057 


563 


NMJD12516 


, w 


Complement component 4 
binding protein, alpha 


Complement component 4 binding protein, 
alpha 


3062 


16520 


NM_012532 


b, u 


Ceruloplasmin (ferroxidase) 


Ceruloplasmin (ferroxidase) 


3068 


21834 


NMJ)12555 


X 


Ets avian erythroblastosis virus 
E2 oncogene homolog 1 (tumor 
progression locus 1) 


Ets avian erythroblastosis virus E2 
oncogene homolog 1 (tumor progression 
locus 1) 


3068 


21835 


NM_012555 


y 


Ets avian erythroblastosis virus 
E2 oncogene homoiog 1 (tumor 
progression locus 1) 


Ets avian erythroblastosis virus E2 
oncogene homolog 1 (tumor progression 
locus 1) | 


3082 


20126 


NM_012591 


u, nn 


Interferon regulatory factor 1, 
sirtuin 2 (silent mating type 
information regulation 2, 
homolog) 2 (S. cerevisiae) 


Interferon regulatory factor 1, sirtuin 2 (silent 
mating type information regulation 2j 
homolog) 2 (S. cerevisiae) 


3097 


1840 


NM_012637 


g 


protein tyrosine phosphatase, 
non-receptor type 1 


protein tyrosine phosphatase, non-receptor 
type 1 


3097 


1841 


NM_012637 


WW 


protein tyrosine phosphatase, 
non-receptor type 1 


protein tyrosine phosphatase, non-receptor 
type 1 


3097 


1844 


NM_012637 


WW 


protein tyrosine phosphatase, 
non-receptor type 1 


ESTs, protein tyrosine phosphatase, non- 
receptor type 1 


3105 


21794 


NMJ312670 


g, m,s 


T-complex 1 


T-complex 1 


3125 


16613 


NMJ)12732 


c 


Cholesterol esterase 
(pancreatic) 


Cholesterol esterase (pancreatic) 


3125 


10260 


NM.012732 


y 


Cholesterol esterase 
(pancreatic) 


Cholesterol esterase (pancreatic) 

- • • 


3126 


23806 


NMJ)12733 


b,qq 


Retinol-binding protein 1 


Retinol-binding protein 1 


3130 


426 


NMJ)12738 


1, General, 
cc, nn, w 


Apolipoprotein A-l 


Apolipoprotein A-l 


3130 


427 


NM_012738 


f, 1, X, 

General, 
nn, w 


Apolipoprotein A-l 


Apolipoprotein A-l 


3140 


7783 


NM_012789 


qq 


Dipeptidyl peptidase 4 


Dipeptidyl peptidase 4 


3140 


7784 


NMJ512789 


General, 
kk 


Dipeptidyl peptidase 4 


Dipeptidyl peptidase 4 


3141 


24113 


NM_012791 


r 


dual-specificity tyrosine-(Y)- 
phosphorylation regulated 
kinase 1a 


dual-specificity tyrosine-(Y)-phosphory!ation 
regulated kinase 1a 


3145 


556 


NM_012803 


b, u, x, dd 


Protein C 


Protein C 


3146 


21729 


NM_012804 


o.ff 


ATP-binding cassette, sub- 
family D (ALD), member 3 


ATP-binding cassette, sub-family D (ALD), 
member 3 


3146 


21730 


NM_012804 


o,v 


ATP-binding cassette, sub- 
family D (ALD), member 3 


ATP-binding cassette, sub-family D (ALD), 
member 3 


3161 


18767 


NM_012857 


qq 


Lysosomal associated 
membrane protein 1 (120 kDa) 


Lysosomal associated membrane protein 1 
(120 kDa) 



BNSOOCID: <WO 0306599 3A2J_> 



WO 03/065993 PCT/US03/03482 



143 



TABLE 1 








' Attorney Docket No. 44921 -51 13WO 
Document No. 1926271.2 


SEQ 

ID 

NO. 
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Unigene Sequence Cluster Title 


3161 


18770 


NIVL012857 


m, ff, ii, rr 


Lysosomal associated 
membrane protein 1 (120 kDa) 


Lysosomal associated membrane protein 1 
(120 kDa) 


3168 


16721 


NMJM2891 


o, General, 
cc, kk, uu 


Acyl-Coa dehydrogenase, Very 
long chain 


Acyl-Coa dehydrogenase, Very long chain 


3174 


23 


NMJM2907 


ii 


Apolipoprotein B editing protein 


Apolipoprotein B editing protein 


3175 


24431 


NM_012912 


c, n, 

General, 
kk,tt 


Activating transcription factor 3 


Activating transcription factor 3 


3180 


20755 


NM_012923 


m, u 


Cyclin G1 


Cyclin G1 . \ 


3184 


13723 


NMJM2935 


u 


Crystallin, alpha polypeptide 2 


Crystallin, alpha polypeptide 2, ESTs, ESTs, 
Weakly similar to T46637 transcription factor 
1, neural - rat [R.norvegicus] 


3185 


9109 


NM.012939 


I, General 


Cathepsin H 


Cathepsin H 


3198 


1525 


NM_012980 


V 


Matrix metalloproteinase 11 
(stromelysin 3) 


Matrix metalloproteinase 1 1 (stromelysin 3) 


3215 


18078 


NM_013030 


r 


Solute carrier family 1 7 
(sodium/hydrogen exchanger), 
member 2 


Rattus norvegicus mRNAfor NaPi-2 alpha, 
complete cds, Solute carrier family 17 
(sodium/hydrogen exchanger), member 2 


3219 


730 


NMJH3040 


cc 


ATP-binding cassette, sub- 
family C (CFTR/MRP), member 
9 


ATP-binding cassette, sub-family C 
(CFTR/MRP), member 9 


3226 


16511 


NMJM3Q60 


rr 


Inhibitor ofDNA binding 2, 
dominant negative helix-loop- 
helix protein 


Inhibitor of DNA binding 2, dominant 
negative helix-loop-helix protein 


3265 


24490 


NMJ)13178 


s, cc 


Sodium channel, voltage-gated, 
type IV, alpha polypeptide 


Sodium channel, voltage-gated, type IV, 
alpha polypeptide 


3266 


10499 


NMJM3184 


r, ii 


Neurotrophin 5 (neurotrophin 
4/5), ribosomai protein S23 


ribosomai protein S23 


3272 


1693 


NM_013199 


e 


Dynamin 2 


Dynamin 2 


3284 


24649 


NM_016988 


b, e, I, w, 
General 


Acid phosphatase 2, lysozymal 


Acid phosphatase 2, lysozymal 


3287 


1958 


NM.016994 


b, General, 
uu, w 


Complement component 3 


Complement component 3 


3287 


1959 


NM_016994 


f, u, uu 


Complement component 3 


Complement component 3 


3289 


1698 


NM.017000 


e 


Diaphorase (NADH/NADPH) 


Diaphorase (NADH/NADPH) 


3292 


18989 


NM_017013 


qq, w 


Glutathione-S-transferase, 
alpha type (Yc?) 


G!utathione-S4ransferase, alpha type (Yc?) 


3300 


24861 


NM_017033 


p, General 


Phosphoglucomutase 1 


Phosphoglucomutase 1 


3300 


24862 


NM_017033 


x, General 


Phosphoglucomutase 1 


Phosphoglucomutase 1 


3308 


1942 


NMJM7061 


a 


Lysyl oxidase 


Lysyl oxidase 


3308 


1946 


NMJM7061 


ss 


Lysyl oxidase 


Lysyl oxidase 


3314 


1262 


NMJM7077 


c, v, rr, xx 


Hepatocyte nuclear factor 3 
gamma 


Hepatocyte nuclear factor 3 gamma 
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ID 
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Known Gene Name 
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"•" , • ■": • : . .. """ . r ; '-.;;; 


3316 


23660 


NM 017080 


a, I, vv 


Hvdroxvsteroid dehvdroaenase 
1 1 hpta tvnp 1- 


Hvdroxvsteroid dehvdroaenase 1 1 beta tvoe 

, i y vii v#/\ y <j iwi wiu vi vl i y v*i vf y wi i v»wv| i i uviw tyj^v 

1 


3321 


4392 


NM 017101 

INIVt \J If 1 V 1 


rnm 


Pp ntirivlnroM i^ompra«?p A 

i cpinjyipivjiji ipviiiciaow / * 

rvrlnnhilin 


Ppntirivlnrolvl isomerase A fcvcloohilin A^ 


3321 


4393 


NM 017101 


bh mm 

UM| 1 1 II 1 ■ 


Ppntirivlnrolvl tanmpra^p A 

(cyclophilin A) 


PpntidvlDrolvl isomerase A fcvcloDhilin A^ 


3323 


1548 


NM 017112 

|T||¥I \J If \IC 


n General 


hpn^in 

i icpou 1 


hpn<5in 


3326 


1435 


NMJ)17125 


1, cc, rr 


Cd63 antigen 


Cd63 antigen | 


3329 


169 


NM 017131 

1 >i IVI \J If 1 ss 1 


f 


nalspflnp^hin 2 


nal<;pouestrin 2 


3335 


10503 


NM 017143 

1 IVI \J 1 f 1 *t»J 


a, x, dd 


maniilafion fartor X 


nnannlatinn factor X 


3335 


10504 


NM 017143 


d, dd 


maniilfltinn fpntnr X 


rthannlatinn factor X 

IsUCl^UIClUUtl luuiUI /\ 




5351 

www 1 


NM 017150 

INIVl Will \/V/ 




rihn^nmai nrntpin 1 9Q 


rihn<;nmal nrotein L29 

1 lUUOVl 1 l«l \J\\J\Ki\\ \ mm£m\J 


3347 




NM 017165 

l>i IVI \J If] UJ 


Q 


nhttnihinnp nprnvirip^p 4 


nlutathinnp nprnviria*?p 4 


3349 


8182 


NM 017170 

IN IVI v II 1 I \J 


a, bb 


^pnim amvlniri P-cnmnnnpnt 

oci uiii ai i iy iv/ivj i t^ui iijjui ici 1 1 


<5Pnjm amvloid P-nomnonent 

oc i Li 1 1 1 aiiijiviu * uuiiipuiiwii 


3350 


20919 


NM 017172 

IN IVI \J If 1 / 


v, nn 


7inr finnpr nmtpin ^fi H3H tvnp» 

llll^Cf piUICIII ww, wwl 1 IVL/C 

likp 1 


Tine finner nrotein 36 C3H tvoe-like 1 




114 


NM 017175 

INIVI Lf 1 f 




nrntpin kina^p fl-likp 1 


nrntpin kina^p O-likp 1 


3352 


3512 


NM_017177 


d, o, q, v, 

dd 
uu 


choline kinase-like 


choline kinase-like 


3352 


3513 


NMJ)17177 


d, n, dd 


choline kinase-like 


choline kinase-like 


3353 


3174. 

Out 


NM 017178 

1 N IVI W If 1 1 U 


nn 


hnnp mornhnnpnpfin nrntpin 2 


bone mornhoopnptic nrotpin 2 

wuiiv 1 1 iui yji i«yw iviiv |^iwvwiii £• 


3354 


23961 


NM„017181 


b, uu, w 


fumarylacetoacetate hydrolase 


fumarylacetoacetate hydrolase j 


3355 


15434 


NMJJ17187 


y 


high mobility group box 2 


high mobility group box 2 


3355 


15437 


NM.017187 


r, y, ww 


high mobility group box 2 


high mobility group box 2 


3358 


9124 


NM_017199 


j, ii 


signal sequence receptor, delta 


signal sequence receptor, delta 


3358 


9125 


NMJ)17199 


u, dd, ii, li 


signal sequence receptor, delta 


signal sequence receptor, delta 


3358 


9126 


NM 017199 


g 


signal sequence receptor, delta 


signal sequence receptor, delta 


3362 


5005 


NM 017209 

INI»I V I • ft»V#W 


n 


nuclear receDtor bindina factor 1 


nuclear receptor binding factor 1 


3372 


21743 


NM 017235 


ii 


hvdroxvsteroid 17-beta 
dehydrogenase 7 


hydroxysteroid 17-beta dehydrogenase 7 


3372 


21744 


NM 017235 


bb ii ii 


hydroxysteroid 17-beta 
dehydrogenase 7 


ESTs, Highly similar to DHB7_RAT 
ESTRADIOL 17 BETA-DEHYDROGENASE 
7 (17-BETA-HSD 7) (17-BETA- 
HYDROXYSTEROID DEHYDROGENASE 7) 

i i i w*i w/\ i v/ i ip*( wiu uui i i ui I ir\vU i 

(PRL RECEPTOR ASSOCIATED PROTEIN) 
fPRAP\ fR norveaicusl 

II 1 \# \l ff II \tl IVI vV7VfJV/VlWj 


3374 


10427 


NM_017237 


bb 


ubiquitin carboxy-terminal 
hydrolase L1 


ubiquitin carboxy-terminal hydrolase L1 


3374 


10429 


NM.017237 


cc 


ubiquitin carboxy-terminal 
hydrolase L1 


ubiquitin carboxy-terminal hydrolase L1 


3375 


1498 


NM_017239 


V 


myosin heavy chain, 
polypeptide 6, cardiac muscle, 
alpha 


myosin heavy chain, polypeptide 6, cardiac 
muscle, alpha 


3377 


17561 


NM_017245 


mm 


eukaryotic translation elongation 
factor 2 


eukaryotic translation elongation factor 2 
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. - ; ; ' • --. ; . ■ 7$ 


3377 


17562 


NM.017245 


h, t, mt 


eukaryotic translation elongation 
factor 2, mitogen activated 
protein kinase kinase 2 


eukaryotic translation elongation factor 2, 
mitogen activated protein kinase kinase 2 


3377 


17563 


NM.017245 


gg, hh 


eukaryotic translation elongation 
factor 2 


eukaryotic translation elongation factor 2 


3379 


17502 


NMJ317248 


rr 


heterogeneous nuclear 
ribonucleoprotein A1 


heterogeneous nuclear ribonucleoprotein A1 


3379 


15012 


NMJM7248 


kk 


heterogeneous nuclear 
ribonucleoprotein A1 


ESTs, Highly similar to DDRT helix- 
destabilizing protein - rat [R.norvegicus], 
heterogeneous nuclear ribonucleoprotein A1 


3383 


19 


NMJM7258 


s, ss, tt 


B-cell translocation gene 1, anti- 
proliferative 


B-cell translocation gene 1, anti-proiiferative 


3395 


15535 


NMJ)17283 


II 


proteasome (prosome, 
macropain) subunit, alpha type 
6 


proteasome (prosome, macropain) subunit, 
alpha type 6 


3396 


12523 


NM_017285 


it 


proteasome (prosome, 
macropain) subunit, beta type, 3 


proteasome (prosome, macropain) subunit, 
beta type, 3 


3396 


12524 


NMJ)17285 


kk 


proteasome (prosome, 
macropain) subunit, beta type, 3 


proteasome (prosome, macropain) subunit, 
beta type, 3 


3397 


20579 


NMJM7288 


u 


sodium channel, voitage-gated, 
type I, beta polypeptide 


sodium channel, voltage-gated, type I, beta 
polypeptide 


3404 


23130 


NM_017307 


U 

General 


solute carrier family 25 
(mitochondria) carrier; citrate 
transporter) member 1 


solute carrier family 25 (mitochondrial 
carrier; citrate transporter) member 1 


3412 


1630 


NM_017325 


qq, w 


runt related transcription factor 1 


runt related transcription factor 1 


3428 


24785 


NM_019133 


n 


Synapsin I 


Synapsin I 


3439 


1608 


NM_019166 


e 


synaptogyrin 1 


ESTs, Moderately similar to SNG1_RAT 
SYNAPTOGYRIN 1 (P29) [R.norvegicus], 
synaptogyrin 1 


3441 


17064 


NM.019170 


uu 


carbonyl reductase 1 


carbonyl reductase 1 


3442 


269 


NMJM9180 


d 


mast cell protease 6 


mast ceil protease 6 


3451 


2632 


NM_019213 


s 


jumping translocation breakpoinl 


jumping translocation breakpoint 


3453 


15348 


NM.019222 


k, m 


coronin, actin binding protein 1B 


coronin, actin binding protein 1B 


3456 


20433 


NM_019232 


tt, XX 


serum/glucocorticoid regulated 
kinase 


serum/glucocorticoid regulated kinase 


3457 


15504 


NM.019237 


d 


procollagen C-proteinase 
enhancer protein 


procollagen C-proteinase enhancer protein 


3460 


17908 


NMJJ19242 


f, General, 
ee, pp 


interferon-related developmenta 
regulator 1 


interferon-related developmental regulator 1 
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3464 


1973 


NMJM9249 


h, q, r, w, 

7 fnpnpral 

ee, nn 


protein tyrosine phosphatase, 

rpfpntnr-tvnp F 


protein tyrosine phosphatase, receptor-type, 
p 

r 


3467 


13450 


NM_019255 


k 


calcium channel, voltage- 

ripnpnHpnt nammji Qiihimit 1 
ucpci iuci ii, ydii in la ouuui ill 1 


calcium channel, voltage-dependent, gamma 

ci ihiinit 1 
oUUUIIIL I 


3493 


1818 


NM 019369 


a, uu 


intpr-fllnha-inhihitnr H4. hpaw 

11 lid alLII la II II IIUIIUI 1 l*r 1 ICaVY 

chain 


unci aijJiid iiiiiiuiiui I 1*+ Iicavy i/iiaiii 


3495 


1323 


NM.019371 


t t mm 


EGL nine homolog 3 (C. 

pi|pnsinc\ 
cicycii loi 


EGL nine homolog 3 (C. elegans) 






INIVI_U 1 V\Jl 1 


t mm 
L, 11 II II 


col. lime iiuuiuiuy o \ 


cul lime noinuiuy o cicyditoj 


3507 


574 


NMJM9905 


m 


calpactin 1 heavy chain, 
nyuroxyaciu oxioase o ^meaium- 
chain), unknown Glu-Pro . 
di peptide repeat protein 


calpactin 1 heavy chain, hydroxyacid oxidase 
o ^meaium-cnainj, unKnown oiu-rro j 
dipeptide repeat protein 


OJ I £. 


190R7 


KIM 0900^9 


u 


llUUllUOicdoc H 


[lUUltULrlCdbU H 


oo i y 




lNlVI_ux 130/ 


3 


iidiisrorming growin Taoior-oeia 

i or-Deiaj masKing proiein 
large subunit ■ 


iransiorming growin racior-Deia ^ i or-Deia^ 
masKing proiein large suDunu 




1Qfi7Q 


INlvl \J£ IUJO 


a, u, II 


Thv/rrwino rloi/vlinsco h/no 1 

niyiUAiiic uciuuuidoc, iypc i 


i iiyiUAiiic uciuuiiidot;, iype i 


3544 


23782 


NM_022183 


XX 


topoisomerase (DNA) II alpha 


topoisomerase (DNA) 11 alpha I 


OJJU 




NM 0999Q7 

IN IVI \Jt-C-£-<3i 




Himpthvlarntnino 
uniieii lyidi y u iihc 

dimethylaminohydrolase 1 


uiiiicuiyidiyiiiiim uiiiicuiyidiitiiiuiiyuiuidoc i 


0\J\J\J 




NM 022297 


| 
i 


riimpthv/Iarnininp 
i icuiy idi yu in it? 

UllllcUiyiallllllUliyui Ulaoc I 


Himpthvlarnininp riimpfhvfaminohvHrnlacp 1 
uiM icu jyidi y m hi it; uu iicii lyiaii mi iui tyui uiaoc i 




8214 

%J£. I*t 


NM 022500 


f n 


ici 1 1 ll ■ 1 liy 1 II oi lall i i 


fprritin linht rJiflin 1 

iciiiuii uyiu Vyiiaiii i 


3575 


5319 


NM_022502 


r, u,z 


palmitoyl-protein thioesterase 


palmitoyl-protein thioesterase 


3577 


1468 


NMJJ22507 


dd 


protein kinase C, zeta 


protein kinase C, zeta 




4fi01 


MM 022524 


n 

9 


<;i i^hi-rpnpat-mntaininn nrntpin 
ouoi it i cpcai L/Ui udii in ly \Ji uicti i, 

/\ uill UMlUoUlMc 


ci ichi-rpnpat-f^nntaininn nrntpin X 
ouoi ii icpccti uvi i idii in ly piuiciii, /\ 

r4i rn mnenm p 

UlllUlilvOUIIIC 




20925 


NM 022594 


o 


Pprnyi^nmal pnnvl hv/rirafasp- 

i ci uaioui i lai ciiuyi iiyuiaiaoc^ 
UIVC piULCMI 


Pproxisomal pnnvi hvdrata^p-likp nrntpin 

r \5i uaio*ji i icu ci i\j y \ ny\ji aiuoc iirvc L/iwicin 


3612 


17661 


NMJ)22674 


c, d, oo, xx 


H2A histone family, member Z 


H2A histone family, member Z 


3651 


1785 


NM 024130 

1 ill VI i l 


X 00 


dvnantin 1 


dvnactin 1 


3689 


1853 


NM.030826 


g 


Glutathione peroxidase 1 


ESTs, Glutathione peroxidase 1 


3700 


20410 


NM 030990 

1 N IVI V/vvvUv 


n hh rr 


Prntpolinifi nrotpin rpplizppu*;- 

Merzbacher disease, spastic 
paraplegia 2, uncomplicated) 


Proteoliniri nrotpin fPpli7apn*?-Mpr7hflrhpr 
disease, spastic paraplegia 2, 
uncomplicated) 


3705 


21165 


NM_031005 


mm 


actinin, alpha 1 


actinin, alpha 1 


3705 


21166 


NM 031005 


t, mm 


actinin, alpha 1 


actinin, alpha 1 


3707 


997 


NM.031007 


u 


adenylyl cyclase 2 


adenylyl cyclase 2 


3722 


690 


NMJ31034 


t v, 

General, 
mm 


guanine nucleotide binding 
protein (G protein) alpha 12 


guanine nucleotide binding protein (G 
protein) alpha 12 


3722 


691 


NM_031034 


t, mm 


guanine nucleotide binding 
protein (G protein) alpha 12 


guanine nucleotide binding protein (G 
protein) alpha 12 


3738 


1855 


NWL031074 


d 


nucleoporin 98 


nucleoporin 98 
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3748 


23854 


NM_031101 


General 


ribosomal protein L13 


ribosomal protein L13 


3750 


16938 


NM_031103 


ee 


ribosomal protein L19 


ribosomal protein L19 


3758 


19040 


NM_031114 


qq, w 


S-100 related protein, clone 42C 


S-100 related protein, clone 42C 


3762 


15539 


NM_031132 


V 


proteasome (prosome, 
macropain) subunit alpha type 
6, transforming growth factor-b 
type II receptor 


proteasome (prosome, macropain) subunit, 
alpha type 6, transforming growth factor-b 
type II receptor 


3786 


3519 


NM_031334 


h, o, dd 


Cadherin 1 


Cadherin 1 


3796 


18990 


NM_031509 


e 


Glutathione-S-transferase, 
alpha type (Yc?) 


Glutathione-S-transferase, alpha type (Yc?) 


3797 


17427 


NMJ31510 


P 


Isocitrate dehydrogenase 1, 
soluble 


isocitrate dehydrogenase 1, soluble 


3800 


12580 


NM_031514 


m, v 


Janus kinase 2 (a protein 
tyrosine kinase) 


Janus kinase 2 (a protein tyrosine kinase) 


3802 


20448 


NM_031530 


w 


Small inducible gene JE 


Small inducible gene JE 


3802 


20449 


NM_031530 


w 


Small inducible gene JE 


Small inducible gene JE 


3812 


692 


NMJ)31557 


9 


Prostaglandin 12 (prostacyclin) 
synthase 


Prostaglandin 12 (prostacyclin) synthase 


3816 


9620 


NMJ331570 


h, General, 
II 


ribosomal protein S7 


ribosomal protein S7 


3816 


9621 


NMJ)31570 


General, rr 


ribosomal protein S7 


ribosomal protein S7 


3828 


14295 


NMJ)31599 


1 1, PP 


eukaryotic translation initiation 
factor 2 alpha kinase 3 


eukaryotic translation initiation factor 2 alpha 
kinase 3 


3837 


21585 


NMJ)31620 


j 


3-phosphoglycerate 
dehydrogenase 


3-phosphoglycerate dehydrogenase 


3837 


21586 


NMJ)31620 


j, u, dd, 6o 


3-phosphoglycerate 
dehydrogenase 


3-phosphoglycerate dehydrogenase 


3837 


21587 


NMJ31620 


k 


3-phosphoglycerate 
dehydrogenase 


3-phosphogiycerate dehydrogenase 


3838 


1683 


NM_031621 


e, ww 


linker of T-cell receptor 
pathways 


linker of T-cell receptor pathways 


3839 


14956 


NMJD31622 


I 


mitogen-activated protein kinase 
6 


mitogen-activated protein kinase 6 


3841 


1639 


NM_031627 


c, X, 

General, 
ss 


nuclear receptor subfamily 1, 
group H, member 3 


nuclear receptor subfamily 1, group H, 
member 3 


3845 


1727 


NMJ)31642 


r, tt 


core promoter element binding 
protein 


core promoter element binding protein 


3854 


18403 


NM_031677 


r 


four and a half LIM domains 2 


four and a half LIM domains 2 


3856 


2327 


NMJ31683 


II 


SMC (segregation of mitotic 
chromosomes 1)-like 1 (yeast) 


SMC (segregation of mitotic chromosomes 
1)-like 1 (yeast) 


3857 


20743 


NM_031684 


dd 


solute carrier family 29 
(nucleoside transporters), 
member 1 


solute carrier family 29 (nucleoside 
transporters), member 1 


3859 


19727 


NM_031687 


h.ff 


ubiquitin A-52 residue ribosomal 
protein fusion product 1 


ubiquitin A-52 residue ribosomal protein 
fusion product 1 
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SEQ C 
ID II 
NO r 


5LGC g 
D NO. 

F 

^ 


ienBarik IV 
kcc. or i: C 
lefSeqlD ; 
lo. 


lodel H 

lode 


jiown Gene Name : l 


Inigene Sequence Cluster Title r I 

V' • . ■ \ 


3862 1 


3706 h 


M 031699 s 


s c 


laudin 1 c 


laudin 1 J 


3864 2 


.5652 I s 


JM 031704 c 




yntaxin 5a s 


yntaxin 5a I 


3864 £ 


10718 h 


<M_031704 r 


s 


yntaxin 5a s 


yntaxin 5a _ I 


3864 2 


10719 r> 


M 031704 fc 


>,q,y,dd s 


yntaxin 5a s 


>yntaxin 5a J 


3874 1 


7554 I 


JMJ31736 c 


), VV £ 


•olute carrier family 27 (fatty s 
acid transporter), member 2 t 


iolute carrier family 27 (fatty acid 
ransporter), member 2 | 


3886 ' 


1 5647 t 


s!MJ)31773 I 


.y i 


*N A polymerase I (1 27 kDa J 
subunit) 


\HA polymerase I (1 27 kDa subunit) 




2114 f 


MMJ)31798 i 


j, kk \ 


solute carrier family 12, member s 

2 


solute carrier family 1 2, member 2 


I OcJU 1 


1 0676 


W_031818 1 


t 


ntracellular chloride ion channel 
protein p64H1 


ntracellular chloride ion channel protein 
p64H1 






NM 031821 


, kk t nn, tt 


serum-inducible kinase 


serum-inducible kinase I 


3904 


4748 


NM_031834 


k, cc, w 


sulfotransferase family 1 A, i 
phenol-preferring, member 1 


sulfotransferase family 1 A, phenol- j 
preferring, member 1 






NM_031834 


b, k, 


Aryl sulfotransferase cytosolic, 
1A, phenol-preferring, member 
3, sulfotransferase family 1 A, 
Dhenol-oreferrinq, member 1 


Aryl sulfotransferase cytosolic, 1 A, phenol- 
preferring, member 3, sulfotransferase 
family 1A, phenol-preferring, member 1 




1^069 


NMJ)31840 


K sj 


Farnesyl diphosphate synthase 


Farnesyl diphosphate synthase I 


ngm 




NMJ31840 


ii,jj, rr 


Farnesyl diphosphate synthase 


Farnesyl diphosphate synthase j 


ioy i u 


9R4R0 


NM_031840 


Mi 


Farnesyl diphosphate synthase 


Farnesyl diphosphate synthase I 




ftfiO 


NM 032063 


mm 


delta (Drosophila)-like 1 


delta (Drosophila)-like 1 j 


loiJO i 


1R4Q4 


NM.032079 


n, ff, pp 


DnaJ (Hsp40) homolog, 
subfamily A, member 2 


DnaJ (Hsp40) homolog, subfamily A, 
member 2 






NM_032416 


a, General 


aldehyde dehydrogenase 2, 
mitochondrial 


aldehyde dehydrogenase 2, mitochondrial j 


taodn 




NM 033234 


V 


Hemoglobin, beta 


Hemoglobin, beta __j 




IOI 1 


NM 053291 


i.s.t 


phosphoglycerate kinase 1 


phosphoglycerate kinase 1 I 


J OcMQ 




NMJ353328 


p.tff 


basic helix-loop-helix domain 
containing, class B2 


basic helix-loop-helix domain containing, 
class B2 


|3960 


14928 


NM_053330 


ff, gg, 


ribosomal protein L21 


ribosomal protein L21 ! 


3965 


14042 


NM 053348 


cc 


fetuin beta 


fetuin beta I 


14007 


20831 


NMJ53589 


g 


GTPase Rab14 


GTPase Rab1 4 | 


4020 


1178 


NM_053620 


ii 


Cdc42-binding protein kinase 
beta 


Cdc42-binding protein kinase beta j 


4072 


17728 


NM_053867 


n, ee 


tumor protein, translationally- 
controiledl 


tumor protein, translationally-controlled 1 


4073 


19781 


NM_053883 


q.tt 


dual specificity phosphatase 6 


Ulldl bpcUtlUjliy pilUbpi IdlaoC v | 


4075 


14992 


NM 053886 


dd 


lectin, mannose-binding, 1 


lectin, mannose-binding, 1 ■ j 


4107 


23250 


NM_057097 


m 


vesicle-associated membrane 
protein 3 


vesicle-associated membrane protein 3 j 


4122 


2413 


NMJ)57141 


l.n 


heterogeneous nuclear 
ribonucleoprotein K 


heterogeneous nuclear ribonucleoprotein K 


4122 


2416 


NMJ)57141 


w 


heterogeneous nuclear 
ribonucleoprotein K 


heterogeneous nuclear ribonucleoprotein K I 
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SEQ~ 
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NO r 
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Known Gene Name ;, 


Unigene Sequence ClusterTitle . 

■ ■■ .'• ■" ' ■. ■ : ■ : 


4128 
4130 


8641 
10498' 


NM_057211 
NM_078617 


f 

w V 


Wn innoLliL'Q for>fr\r O 

r\i ujjptJi-iiKtJ idClOr y 
rihncnmal rsrofoin ooo 


Kruppel-like factor 9 


4168 


8436 


NM_1 33299 


vv, y 

b Genpral 
vy 


iiuuDuiiidi protein o£o 
, \jx5\ ubibumai z-enoyi-ooA 
reductase 


ribosomal protein S23 
perosisomal 2-enoy!-CoA reductase 


4175 


656 


NMJ 33380 


X 


Interleukin 4 receptor 


Interleukin 4 receptor 


4206 


17112 


NMJ34326 


ee 


Albumin, Glutathione 
pciuAiQase 1 


Albumin, Glutathione peroxidase 1 


4239 


15189 


NMJ38826 


q,w 


Metallothionein 1 A 


Metallothionein 


4239 


15190 


NMJ38826 


n, w, ii 


Metallothionein 1 A 


Metallothionein 


4245 


16354 


NM 138843 




rue rcaptopyru vate 
sulfurtransferase 


mercaptopyruvate sulfurtransferase 


4250 


9896 


NM 138878 


n 
r 


iMeurai precursor cell expressed, 
developmental^ down-regulatec 
gene 8 


Neural precursor cell expressed, 
developmental^ down-regulated gene 8 


4260 


1858 


NM 138907 

I'll 1 1 V* \J \J \J i 


n n ii vy 


acyi-uoA inioesterase 1 , 
cytosolic, mitochondrial acyl- 
CoA thioesterase 1 


acyl-CoA thioesterase 1 , cytosolic, 
mitochondrial acyl-CoA thioesterase 1 


4325 


19429 


R47028 


n 
ii 


a i m e in yi argi n me 
dimethylaminohydrolase 1 


dimethylarginine dimethylaminohydrolase 1 


4333 


8210 


S61960 




Temun iignt cnam 1 


ferritin light chain 1 | 


4361 


1392 


U10188 




Polo-like kinase homoloq 


Polo-like kinase homolog 


4383 


17078 


U53859 


k ii 
MJ 


caipain, smaii suounit 1 


calpain, small subunit 1 


4383 


17079 


U53859 


ii 


calpain, small subunit 1 


caipain, small subunit 1 


4385 


25608 


U53927 


Iff 


cationic amino acid transporter- 


cationic amino acid transporter-2A 


4422 


10819 


X51536 


h, k 


ribosomal protein S3 


ESTs, Highly similar to RS3_MOUSE 40S 
ribosomal protein S3 fR.norveqicusl 


4434 


1037 


X57523 


a. qq 


Transporter 1, ABC (ATP 
binding cassette) 


Transporter 1,-ABC (ATP binding cassette) 


4437 


18611 


X58200 


h, 1, 
ee 


ribosomal protein L29 


ribosomal protein L29 


4445 


15875 


X62145 




riDosomai protein Lo . 


ESTs, Highly similar to RL8_HUMAN 60S 
ribosomal protein L8 fR.norveqicusl 


4450 


20821 


X62671 


II 


Pfnl^Al-RtcHc Qa!Ik/ murine 

ni »vt;i-DjbMb-r\eiuy murine 
sarcoma virus (FBR-MuSV) 
uDiqunousiy expressed (tox 
derived) 


ESTs, Highly similar to UBIM RAT ~~ 
UBIQUITIN-LIKE PROTEIN FUBI 
Rnorvegicus] 


4452 


6376 


X62951 


XX 


dimethylarginine 
dimethylaminohydrolase 1 


dimethylarginine dimethylaminohydrolase 1 


4454 


16413 


X65036 


oo 


alpha 7A integrin 


alpha 7A integrin 


4454 


16414 , 


X65036 


LI 


alpha 7A integrin 


afpha 7A inteqrin 


4463 


11260 , 


X77934 


i mm i 
! 


Amyloid protein precursor-like j 
Drotein 2 


Amyloid protein precursor-like protein 2 


80 


21042 i 


W99814 j 


3 1 
1 


4Mm:MAP kinase-activated I 
protein kinase 2 < 


ESTs, Weakly similar to A34366 
Da2+/calmodulin-dependent protein kinase 
EC 2.7.1.123) II delta chain -rat 
R.norveoicusl 
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119 


19020 


AA800291 


9, h, n 


HMm:guanylate kinase 1 


ESTs, Weakly similar to discs, large 
lomolog 3 (Drdsophila) [Rattus norvegicus] 
Rnorvegicusl 


665 


22537 


AA892799 


kk 


HMm:glyoxylate 

reductase/hydroxypyruvate 

reductase 


ESTs, Weakly similar to 3-phosphoglycerate 
dehydrogenase [Rattus norvegicus] 
Rnorvegicusl 


665 


22538 


AA892799 


z 


HMm:glyoxytate 

reductase/hydroxypyruvate 

reductase 


ESTs, Weakly similar to 3-phosphoglycerate 
dehydrogenase [Rattus norvegicus] 
[R.norvegicusl 


850 


22540 


AA924630 


ff 


HMrTvalvoxvlate 

1 ll*ll« ||W J VAT IUW 

reductase/hydroxypyruvate 
reductase 


ESTs, Weakly similar to 3-phosphoglycerate 
dehydrogenase [Rattus norvegicus] 
rR.norvegicusl 


873 


21010 


AA925306 


o 


H Mm 'carniti n e acetvl transferase 


ESTs, Weakly similar to 170141 OA choline 
acetyltrarisferase [Rattus norvegicus] 
[Rnorvegicusl 


1165 


2915 


AA996782 


WW 


HMrrrlamin B2 

1 1 vii 1 1 ■ tat i in i i-ii— 


ESTs, Moderately similar to Jamin B1 
[Rattus norvegicus] [Rnorvegicus] 


1295 


21563 


A1007750 


gg, hh 


HMm:ubiquitin-conjugating 
enzyme E2L 3 


ESTs, Weakly similar to ubiquitin- 
conjugating enzyme E2D 2 [Rattus 
norvegicusl [R.norvegicus] 


1373 


12310 


AI010362 


on hh 


HMnvculiin 1 


ESTs, Weakly similar to vasopressin- 
activated calcium-mobilizing receptor protein 
[Rattus norvegicusl [R.norvegicusl 


1429 


20817 


AI012589 


C 


glutathione S-transferase, pi 2 


glutathione S-transferase, pi 2 


1894 


2364 


Al 103379 

/ml 1 wvv 9 %/ 


General 


HMmiubiquitin-activating 
enzyme E1, ChrX 


ESTs, Highly similar to 163168 gene Ubelx 
protein - rat (fragment) [Rnorvegicus] 


2084 


17812 


AI169075 


uu 


HMm:glutathione transferase 
zeta 1 (maleylacetoacetate 
isomerase) 


ESTs, Weakly similar to GT01_RAT 
Glutathione transferase omega 1 (GST0 1- 
1) (Glutathione-dependent 
dehvdroascorbate reductase^ TR norveaicusl 


2320 


14384 


AI177096 


e 


HMmiadenine phosphoribosyl 
transferase 


ESTs, Highly similar to APTRAT ADENINE 
PHOSPHORIBOSYLTRANSFERASE 
(APRT) [R.norvegicus] 


2336 


8949 


AI177593 


1, General 


HMm:ATPase, H+ transporting, 
lysosomal 21kDa, V0 subunit B 


ESTs, Weakly similar to VATLJrfOUSE 
Vacuolar ATP synthase 16 kDa proteolipid 
subunit [R.norvegicusl 


2469 


21505 


AI228005 


bb 


HMmrdeoxyguanosine kinase 


ESTs, Weakly similar to deoxycytidine 
kinase [Rattus norvegicus] [Rnorvegicus] 


2591 


22542 


AI232066 


ff 


HMm:giyoxylate 

reductase/hydroxypyruvate 

reductase 


ESTs, Weakly similar to 3-phosphoglycerate 
dehydrogenase [Rattus norvegicus] 
[R.norvegicusl 


2793 


21043 


AI237813 


mm 


HMnrMAP kinase-activated 
protein kinase 2 


ESTs, Weakly similar to A34366 
Ca2+/calmodulin-dependent protein kinase 
(EC 2.7.1.123) II delta chain -rat 
[Rnorveqicusl 


3389 


17715 


NM_017274 


SS, XX 


glyceroI-3-phosphate 
acyltransferase, mitochondrial 


glycerol-3-phosphate acyltransferase, 
mitochondrial 
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3389 


20282 


NM_017274 


y 


glycerol-3-phosphate 
acyltransferase, mitochondrial 


glycerol-3-phosphate acyltransferase, 
mitochondrial 


3425 


14979 


NMJM9126 


u, bb, jj 


Carcinoembryonic antigen gene 
family (CGM3) 


Carcinoembryonic antigen gene family 
(CGM3) 


3504 


904 


NMJ319620 


d,n,gg, 
hh, kk. tt 


Kruppel associated box (KRAB) 
zinc finger 1 


Kruppel associated box (KRAB) zinc finger 1 


3602 


21023 


NM_022599 


h, I, 

General 


synaptojanin 2 binding protein 


synaptojanin 2 binding protein 


3768 


21624 


NMJ)31144 


mm 


actin, beta 


actin, beta 


3768 


21625 


NMJ)31144 


z . 


actin, beta 


actin, beta 


4242 


2100 


NM J 38829 


II 


golgi reassembly stacking 
protein 2 


golgi reassembly stacking protein 2 


4260 


18082 


NM_1 38907 


nn 


mitochondrial acyl-CoA 
thioesterase 1 


mitochondrial acyl-CoA thioesterase 1 


4260 


18083 


NM_1 38907 


m, o, jj, nn, 

XX 


mitochondrial acyl-CoA 
thioesterase 1 


mitochondrial acyl-CoA thioesterase 1 


4397 


23926 


U86635 


d, oo 


glutathione S-transferase, mu 5 


glutathione S-transferase, mu 5 


33 


17613 


AA799511 


WW 




ESTs, Weakly similar to DDRT helix- 
destabilizing protein - rat [R.norvegicus] 


38 


17599 


AA799539 


0 




ESTs, Weakly similar to KEAP_RAT Kelch- 
like ECH-associated protein 1 (Cytosolic 
inhibitor of Nrf2) (INrf2) [R.norveqicus] 


45 


18361 


AA799591 


J. tt 




ESTs, Highly similar to TBB1_RAT TUBULIN 
BETA CHAIN (T BETA-15) [R.norvegicus] 


56 


20982 


AA799657 


x, qq 




ESTs, Weakly similar to S68418 protein 
phosphatase 1M chain M110 isoform - rat 
(fragment) [R.norvegicusl 


77 


20998 


AA799803 


b, General 




ESTs, Weakly similar to JC6554 
complement subcomponent C1 s (EC 
3.4.21.42) precursor [similarity] - rat 
[R.norvegicusl 


97 


16712 


AA800015 


V 


integrin-linked kinase 


integrin-linked kinase 


117 


21665 


AA800272 


e, s 




ESTs, Highly similar to RM03JRAT 
Mitochondrial 60S ribosomal protein L3 
[R.norvegicusl 


124 


9089 


AA800389 


d 




ESTs, Weakly similar to A48157 renal 
transcription factor Kid-1 - rat [R.norvegicus] 


126 


6892 


AA800551 


P 


DnaJ-like protein 


DnaJ-like protein 


140 


12072 


AA800680 


9 




ESTs, Weakly similar to S68418 protein 
phosphatase 1M chain M110 isoform - rat 
(fragment) fR.norvegicusl 


165 


21415 


AA800948 


I, mm 




ESTs, Highly similar to 0812252A tubulin 
alpha [Rattus norvegicusl [R.norvegicus] 


189 


9840 


AA817964 


g 


paraoxonase 1 


paraoxonase 1 


199 


6526 


AA818118 


gg, hh 




ESTs, Weakly similar to cold inducible RNA- 
binding protein [Rattus ndrvegicus] 
IR.norveqicusl 



JMSDOCID: <WO 03065993A2_I_> 



WO 03/065993 PCT/US03/03482 



152 



TABLE 1 








. . Attorney. Docket No. 44921-51 1 3WO 
Document No. 1 $26271. 2 


SEQ 

ID 

NCX 


GLGC 
ID NO; 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model 
Code 


Known Gene Name 


Unigene Sequence Cluster Title ; 


201 


6016 


AA818163 . 


X 




ESTs, Weakly similar to PON1_RAT Serum 
paraoxonase/arylesterase 1 (PON 1) (Serum 
aryidiakylphosphatase 1) (A-esterase 1) 
[Aromatic esterase 1) [R.norvegicus] 


202 


17771 


AA818224 


I T 




Rat mRNA for beta-tubulin T beta15 


269 


17614 


AA848306 


t, II, tt 




ESTs, Weakly similar to DDRT helix- 
destabilizing protein - rat [R.norvegicus] 


277 


23355 


AA848530 


I, bb 




ESTs, Weakly similar to retinoblastoma 
binding protein 7 [Rattus norvegicus] 
R.norvegicus] 


297 


6635 


AA849786 


bb, II 




ESTs, Weakly similar to CLK3_RAT Protein 
kinase CLK3 (CDC-iike kinase 3) 
R.norvegicusl 


316 


14324 


AA850402 


n 




ESTs, Moderately similar to S21348 
probable pol polyprotein-related protein 4 - 
rat [R.norvegicus] 


372 


14987 


AA858640 


0 


heat shock protein 60 (liver) 


Rattus norvegicus CDK110 mRNA, heat 
shock protein 60 fliver) 


390 


19105 


AA859230 


V, X 




ESTs, Weakly similar to HG17_RAT 
NONHISTONE CHROMOSOMAL PROTEIN 
HMG-1 7 [R.norvegicusl 


410 


11317 


AA859631 


00 




ESTs, Weakly similar to ZF37JW Zinc 
finger protein 37 (Zfp-37) [R.norvegicus] 


411 


16318 


AA859648 


c 




ESTs, Weakly similar to DJA1 .MOUSE 
DnaJ homolog subfamily A member 1 (Heat 
shock 40 kDa protein 4) (DnaJ protein 
homolop 2) (HSJ-2) [R.norvepicusl 


433 


23301 


AA859975 


w 


2-oxogIutarate carrier 


2-oxoglutarate carrier 


439 


19332 


AA860014 


e 




EST, Moderately similar to 2206405A 
hemoglobin:SUBUNIT=zeta [Rattus 
norvegicus] fR.norvegicus] 


465 


16082 


AA874887 


WW 




ESTs, Weakly similar to segregation of 
mitotic chromosomes b; SMC (segregation 
of mitotic chromosomes 1)-like 1 (yeast) 
[Rattus norveqicusl [Rnorveaicusl 


478 


14951 


AA875037 


y 




ESTs, Weakly similar to plasminogen 
activator inhibitor 2 type A [Rattus 
norveqicusl [R.norvegicus1 


482 


16327 


AA875050 


C, 00 




ESTs, Weakly similar to KICEJW 
Choline/ethanolamine kinase [Includes: 
Choline kinase (CK); Ethanolamine kinase 
fEKll fR.norveqicusl 


486 


20701 


AA875097 


b, m, 
General 




EST, Highly similar to FIBAJ3AT Fibrinogen 
alpha/alpha-E chain precursor 
[R.norvegicusl 


501 


15933 


AA875253 


q 


ADP-ribosylation factor-like 1 


ADP-ribosylation factor-like 1 
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516 


16516 


AA875563 


X 




ESTs, Weakly similar to 156519 taipoxin- 
associated calcium binding protein-49 
precursor - rat [R.norveqicusl 


533 


9136 


AA891226 


rr,tt 




ESTs, Highly similar to PSB5_RAT 
Proteasome subunit beta type 5 precursor 
Proteasome epsilon chain) (Macropain 
epsilon chain) (Multicatalytic endopeptidase 
complex epsilon chain) (Proteasome subunit 
X) (Proteasome chain 6) [R.norvegicus] 


547 


2753 


M891589 


e 


sarcosine dehydrogenase 


ESTs, sarcosine dehydrogenase 


562 


18269 


AA891769 


z 




ESTs, Weakly similar to SC65 
synaptonemai complex protein [Rattus 
norveqicusl rR.norveqicus1 


606 


17350 


AA892240 


k 




ESTs, Weakly similar to 20081 09A set gene 
[Rattus norvegicus] [R.norvegicus] 


613 


4486 


AA892298 


w 




ESTs, Weakly similar to matrin cyclophilin 
(matrin-cyp) [Rattus norvegicus] 
[Rnorveqicusl 


621 


13647 


AA892367 


z, General, 
ii, rr 




ESTs, Highly similar to RL3_RAT 60S 
RIBOSOMAL PROTEIN L3 (L4) 
[R.norveqicus] 


623 


19226 


AA892394 


a 




ESTs, Weakly similar to ELV4_RAT ELAV- 
like protein 4 (ParaneoplasUc 
encephalomyelitis antigen HuD) (Hu-antigen 
D) rR.norveoicusl 


623 


19227 


AA892394 


a, w 




ESTs, Weakly similar to ELV4_RAT ELAV- 
like protein 4 (Paraneoplastic 
encephalomyelitis antigen HuD) (Hu-antigen 
D) fR.norveqiciisl 


631 


9254 


AA892470 


j, q, nn, oo 




ESTs, Highly similar to S03644 histone 
H2A.Z - rat [R.norvegicus] 


632 


11992 


AA892485 


kk 


dihydrolipoamide 
acetyltransferase 


dihydrolipoamide acetyltransferase 


649 


15876 


AA892582 


I, General 




ESTs, Highly similar to RL8_HUMAN 60S 
ribosomal protein L8 [R-norvegicus] 


658 


4487 


AA892680 


e,p 




ESTs, Weakly similar to matrin cyclophilin 
(matriri-cyp) [Rattus norvegicus] 
[R.norveqicusl 


667 


6951 


AA892820 


bb 




ESTs, Weakly similar to S70642 ubiquitin 
ligase Nedd4 - rat (fragment) [R.norvegicus] 


671 


7148 


AA892842 


gg, hh 




ESTs, Weakly similar to CAZ3_RAT F-actin 
capping protein alphas subunit (CAPZ 
alpha-3) [R.norveqicusl 


679 


3438 


AA892921 


r 




ESTs, Weakly similar to A55143 calpain (EC 
3.4.22.17) light chain - rat (fragment) 
fR.norveqicusl 
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680 


16482 


AA892940 


X 




ESTs, Weakly similar to EF2_RAT 
Elongation factor 2 (EF-2) [R.norvegicus] 


691 


24179 


AA893091 


nn, tt 




ESTs, Weakly similar to TC17_RAT Zinc 
finger protein 354A (Transcription factor 17) 
Renal transcription factor Kid-1) (Kidney, 
ischemia, and developmental^ regulated 
Drotein-1) [R.norveaicusl 


725 


17836 


AA893626 


uu 




ESTs, Weakly similar to guanine nucleotide- 
binding protein, beta-1# subunit [Rattus 
norveqicusl [R.norvegicusT 


743 


7637 


AA894089 


k,x 


rotein carrying the RING-H2 
sequence motif 


rotein carrying the RING-H2 sequence motif 


746 


18419 


AA894130 ! 


n, General, 

WW 




ESTs, Weakly similar to 2019243A amyloid 
precursor-like protein 2 [Rattus norvegicus] 
fR.norvegicusl 


764 


15274 


AA894258 


General, 
kk 


ubiquitin-conjugating enzyme 
E2D 3 (homologous to yeast 
UBC4/5) 


ubiquitin-conjugating enzyme E2D 3 
(homologous to yeast UBC4/5) 


755 


3908 


AA894259 


i 




ESTs, Weakly similar to hypoxia induced 
gene 1 [Rattus norvegicus] [R.norvegjcus] 


795 


6483 


AA900461 


V 




ESTs, Weakly similar to OBRG_RAT Leptin 
receptor generated protein (OB-R gene 
related protein) (OB-RGRP) [R.norvegicus] 


804 


18547 


AA900722 


ii 


solute carrier family 9 
(sodium/hydrogen exchanger), 
isoform 3 regulator 2 


solute carrier family 9 (sodium/hydrogen 
exchanger), isoform 3 regulator 2 


824 


22980 


AA923973 


y 


seven in absentia 1A 


seven in absentia 1 A 


855 


5019 


AA924768 


b 




ESTs, Weakly similar to DnaJ (Hsp40) 
homoiog, subfamily A, member 2 [Rattus 
norveqicusl fR.norvegicusl 


867 


23261 


AA925145 


b, uu, w 




ESTs, Weakly similar to betaine- 
homocysteine methyltransferase [Rattus 
norveqicusl [R.norvegicusl 


868 


10666 


AA925212 


kk 


siah binding protein 1; FBP 
interacting repressor; pyrimidine 
tract binding splicing factor; Ro 
ribonucleoprotein-binding 
protein 1 


siah binding protein 1; FBP interacting 
repressor; pyrimidine tract binding splicing 
factor; Ro ribonucleoprotein-binding protein 
1 


964 


14763 


AA944481 


s, ff, nn 




ESTs, Weakly similar to FCN2_RAT Ficolin 
2 precursor (Coliagen/fibrinogen domain- 
containing protein 2) (Ficolin-B) (Ficolin B) 
(Serum lectin P35) (EBP-37) (Hucolin) 
FR.norveaicusl 


977 


2893 


AA944833 


kk 




ESTs, Weakly similar to ROD_RAT 
Heterogeneous nuclear ribonucleoprotein DO 
(hnRNP DO) (AU-rich element RNA-binding 
protein 1} [R.norveaicusl 
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SEQ 

ID 

NO. 


GLGC 
D NO. 


GenBank 
Acc. or 
RefSeqID 
No. 


Model , 
Code 


Known Gene Name, 


Unigene Sequence Cluster Title 


999 


22607 


AA945580 


b 




ESTs, Weakly similar to ARG2_RAT 
Arginase ll t mitochondrial precursor (Non- 
hepatic arginase) (Kidney-type arginase) 
[R.norveqicusl 


1012 


17721 


AA945762 


General 




ESTSi Weakly similar to 2102279A protein 
Tyr phosphatase [Rattus norvegicus] 
fR.norvegicusl 


1017 


22680 


M945883 






ESTs, Weakly similar to JC5598 mucin - rat 
[R.norvegicus] 


1030 


22753 


AA946300 


I, General 




Rattus norvegicus cytochrome P450-like 
protein mRNA, partial cds 


1041 


643 


AA946439 


c, ii, tt 




ESTs, Highly similar to HSRT4 histone H4 - 
rat [R-norvegicus] 


1048 


23584 


AA955071 


ff 


retinoid X receptor gamma ( 


retinoid X receptor gamma ( 


1052 


22596 


AA955298 


c 




ESTs, Weakly similar to T46637 
transcription factor 1, neural - rat 
[R.norvegicusl 


1055 


23542 


AA955389 


PP 




ESTs, Weakly similar to GRB2_HUMAN 
Growth factor receptor-bound protein 2 
(GRB2 adapter protein) (SH2/SH3 adapter 
GRB2) (ASH protein) [R.norveqicusl 


1079 


11050 


M956164 


ii 




ESTs, Weakly similar to JQ0866 T-complex 
protein 1 - rat [R.norvegicus] 


1082 


23747 


AA956329 


gg, hh 




ESTs, Moderately similar to delta-6 fatty 
acid desaturase [Rattus norvegicus} 
fR.norvegicusl 


1084 


25112 


AA956437 


d 




ESTs, Weakly similar to TERA_RAT 
TRANSITIONAL ENDOPLASMIC 
RETICULUM ATPASE (TER ATPASE) (15S 
MG(2+)-ATPASE P97 SUBUNIT) (VALOSIN 
CONTAINING PROTEIN) (VCP) 
[CONTAINS: VALOSIN] [R.norvegicus] 


1091 


6174 • 


AA957063 


tt 




ESTs, Weakly similar to E2BE_RAT 
TRANSLATION INITIATION FACTOR EIF- 
2B EPSILON SUBUNIT (EIF-2B GDP-GTP 
EXCHANGE FACTOR) [R.norvegicus] 


1099 


24050 


AA957449 


V 




ESTs, Weakly similar to SNKRAT 
Serine/threonine-protein kinase SNK (Serum 
inducible kinase) [R.norvepicusl 


1101 


12479 


AA957557 


a, vv 




ESTs, Weakly similar to ITH3_RAT Inter- 
alpha-trypsin inhibitor heavy chain H3 
precursor (ITI heavy chain H3) 
[R.norveaicusl 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank ; , 
Acc; or 
RefSeq ID 
No. 


Mbdej 
Code ; v 


Known Gene Name 


Unigene Sequence Cluster Title 

•' ' 0 '"' ' : , .' • 


1110 


23541 


AA957999 


f, I, nn 




ESTs, Weakly similar to TXTP_RAT 
Tricarboxylate transport protein, 
mitochondrial precursor (Citrate transport 
protein) (CTP) (Tricarboxylate carrier 
DroteinHR.norveqicusl 


1190 


13330 


AA997716 


II 


Kelch-like ECH-associated 
protein 1 


Kelch-like ECH-associated protein 1 


1213 


3746 


AA998268 


b, bb 




ESTs, Weakly similar to SYPH_RAT j 
SYNAPTOPHYSIN (MAJOR SYNAPTIC j 
VESICLE PROTEIN P38) fR norveaicusl 


1216 


14379 


AA998415 


rr 




ESTs, Weakly similar to A40016 matrin 3 - 
rat [R.norvegicus] 


1244 


11745 


AB006450 


gg, hh 


translocator of inner 
mitochondrial membrane 17 
kDa, a 


translocator of inner mitochondrial 
membrane 17 kDa, a ! 


1255 


18192 


AF000899 


s,tt 


nucleoporin p58 


Rattus norvegicus p58/p45 mRNA, 
alternatively spliced form, clone H6, 3' end, 
nucleoporin p58 


1260 


19649 


AF016387 


PP 


retinoid X receptor gamma ( 

!_ a J 


retinoid X receptor gamma ( 


1260 


19650 


AF016387 


s 


retinoid X receptor gamma ( 


retinoid X receptor gamma ( 


1270 


8008 


AF039584 


XX 


decay-accelarating factor 


decay-accelarating factor 


1274 


15715 


AF053092 


» 




Rattus norvegicus polo-like kinase isoform 
mRNA, partial cds 


1281 


3896 


AF077000 


m 


protein tyrosine phosphatase 
TD.14 


protein tyrosine phosphatase TD14 


1283 


20741 


AF084186 


nn 


alpha-fodrin 


alpha-fodrin 


1288 


2947 


AF099093 


f,kk 


ubiquitin-conjugating enzyme 
UBC7 


ubiquitin-conjugating enzyme UBC7 


1289 


12932 


AF1 02552 


X 


ankyrin 3 (G) 


ankyrin 3(G) 


1292 


11251 


AI007666 


ij 




ESTs, Weakly similar to JC4647 KW8 
protein - rat [R.norvegicus] 


1294 


22332 


AI007748 


ff 




ESTs, Weakly similar to OZF_RAT Zinc 
finger protein OZF (POZF-1) [R.norvegicus] 


1322 


21838 


AI009131 


ee, kk 


laminin, gamma 1 


laminin, gamma 1 


1333 


10820 


AI009411 


ee 




ESTs, Highly similar to RS3J/IOUSE 40S 
ribosomal protein S3 fR.norvegicusl 


1339 


9746 


AI009555 






Rattus norvegicus dynein light intermediate 
chain 1 mRNA, complete cds 


1350 


22545 


AI009747 


z 


transducer of ERBB2, 1 


transducer of ERBB2, 1 


1365 


23540 


AI010110 


XX 


SH3-domain GRB2-like 1 


SH3-domain GRB2-like 1 ; 


1401 


16112 


AI011706 


it 




ESTs, Weakly similar to SFR5_RAT Splicing 
factor, arginine/serine-rich 5 (Pre-mRNA 
splicing factor SRP40) (Insulin-induced 
growth response protein CL-4) (Delayed- j 
early protein HRS) [R.norvegicus] j 
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H - norumont No 1Q?fi?715 
UOCUIIicill ly*.U4u# i.e. 


SEQ C 
ID i I 

NO. ;> 


3LGC C 
D NO. > 

.. . " I 


SenBarik ') I 
\cz. or : ( 
tefSeqlD 
to. 


Jlode! , y 
^ode 


(riown Gene Name I 

:'• ■ i 


Jnigene Sequence Cluster Title 


1415 \ 


>1796 > 


M012221 \ 


/V 


I 
( 
1 


ESTs, Weakly similar to intracellular 
chloride ion channel protein p64H1 [Rattus 
lorveqicusl [R.norvegicusl 


1422 ; 


3417 i 


M012337 


1, w 




zSTs, Highly similar to NHPX_RAT NHPZ- 
ike protein 1 (High mobility group-like 
nuclear protein 2 homoiog 1) ([U4/U6.U5] tri- 
snRNP 15.5 kDa protein) (OTK27) 
R.norveaicusl 


1427 


1263 


AI012567 


bb 




ESTs, Weakly similar to ZF94JW Zinc 
finger protein 94 (Zfp-94) (Zmc finger protein 
YD (RLZF-Y) [R.norvegicusl 


1434 


6489 


AI012636 


d 




ESTs, Weakly similar to RBMA_RAT RNA- 
binding protein 10 (RNA binding motif 
protein 10) (S1-1 protein) [R.norvegicusl 


1462 


7258 


A1013475 


h 




ESTs, Moderately similar to SORT_RAT 
Sortilin (Glycoprotein 110) (Gp110) 
fR.norvegicusl 


1472 


24239 


AI013781 


d 




ESTs, Weakly similar to S19586 N-methyl-D- 
aspartate receptor glutamate-binding chain - 
rat fR.norveqicusl 


1548 


23949 


AI031019 


q 


translation initiation factor elF- 
2B alpha-subunit 


translation initiation factor elF-2B alpha- 
subunit 


1548 


23950 


AI031019 


n, q, x, 11 


translation initiation factor elF- 
2B alpha-subunit 


translation initiation factor eiF-2B alpha- 
subunit 


1572 


5431 


AI044257 


1 




ESTs, Weakly similar to syntenin [Rattus 
norvegicusl [R.norvegicusl 


1591 


18205 


AI044836 


h 




ESTs, Weakly similar to NUCL_RAT 
Nucleolin (Protein C23) [R.norvegicus] 


1647 


10533 


AI058430 


qq 




ESTs, Highly similar to HG17JW 
NONHISTONE CHROMOSOMAL PROTEIN 
HMG-17 [R.norveqicusl 


1662 


8584 


AI058911 


cc, ii, rr 




ESTs, Weakly similar to FIBA_RAT 
Fibrinogen alpha/alpha-E chain precursor 
[R.norveqicus1 


1670 


14984 


AI059174 


h 




Rattus norvegicus CDK110 mRNA 


1686 


6370 


AI059568 


g 




ESTs, Highly similar to B4821 3 syntaxin 1 B - 
rat [R.norvegicus] 


1733 


26184 


AI070784 


m 




ESTs, Weakly similar to OZF_RAT Zinc 
finger protein OZF (POZF-1) [R.norvegicus] 


1741 


10999 


AI071110 


t 




ESTs, Weakly similar to A44437 
regenerating liver inniDiiory lacior r>L/ir- 1 - 
rat [R.norveqicusl 


1762 


21839 


AI071644 


f 


laminin, gamma 1 


laminin, gamma 1 


1764 


7092 


AI071668 


c 




ESTs, Weakly similar to E2BE_RAT 
TRANSLATION INITIATION FACTOR EIF- 
2B EPSILON SUBUNIT (EIF-2B GDP-GTP 
EXCHANGE FACTOR) [R.norvegicus] 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID : 
No. 


Models 
Code 


Known Gene Name 


Unigene Sequence Cluster Title : : £ 


1771 


16376 


AI071866 


a, u 




Rattus norvegicus NclonelO mRNA 


1794 


21797 


AI072439 


qq 




ESTs, Weakly similar to intracellular 
chloride ion channel protein p64H1 [Rattus 
norveqicusl [Rnorvegicus] 


1802 


1501 ' 


A1072634 


e, I, t, bb, 
dd, ww 




Rattus norvegicus cytokeratin-1 8 mRNA, 
partial cds 


1825 


11183 


AM 00768 


b 




ESTs, Weakly similar to CAH2_RAT 
Carbonic anhydrase II (Carbonate 
dehydratase II) (CA-ll) [R.norvegicus] 


1832 


6321 


AI101256 


ii, II 




ESTs, Weakly similar to S09017 
heterogeneous ribonuclear particle protein 
type C - rat (fragment) [R.norvegicusl 


1851 


18649 


AI101926 


q 




ESTs, Weakly similar to HS9BJRAT Heat 
shock protein HSP 90-beta (HSP 84) 
[R.norvegicusl 


1875 


23538 


AI1 02727 


I. n, p 


solute carrier family 20 
(phosphate transporter), 
member 1 


solute carrier family 20 (phosphate 
transporter), member 1 


1885 


15026 


AI103094 


General 


ras-related protein 


ras-related protein 


1889 


15981 


AI103150 


nn 




ESTs, Weakly similar to ubiquitin 
conjugating enzyme [Rattus norvegicus] 
[R.norvegicusl 


1895 


8919 


AI1 03388 


dd, kk 




ESTs, Weakly similar to ARF6JWMAN ADP 
ribosylation factor 6 [R.norvegicus] 


1896 


14981 


AI103396 


ee 




Rattus norvegicus CDK110 mRNA 


1935 


18831 


AI1 04357 


e 




ESTs, Highly similar to ACTB.HUMAN 
Actin, cytoplasmic 1 (Beta-actin) 
[R.norvegicusl 


1944 


12342 


AH 04658 


00 




ESTs, Weakly similar to A48152 zinc finger 
protein Gfi-1 - rat [R.norvegicus] 


1956 


15065 


AI1 05050 


P, ii, II 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, beta 
polypeptide 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, beta polypeptide 


1979 


11192 


AI1 11986 


g 




ESTs, Weakly similar to S41067 collagen 
alpha 1(111) chain - rat [R.norvegicus] 


2006 


11735 


AH 36540 


j 




ESTs, Highly similar to TRT3_RAT Troponin 
T, fast skeletal muscle isoforms beta/alpha 
(Beta/alpha TnTF) [R.norvegicus] 


2007 


10780 


AI1 36555 


i 




Rattus norvegicus mRNA for Castration 
Induced Prostatic Apoptosis Related protein- 
1 (CIPAR-1) 


2023 


8924 


AI1 37283 


z 




ESTs, Weakly similar to TC17_RAT Zinc 
finger protein 354A (Transcription factor 17) 
(Renal transcription factor Kid-1) (Kidney, 
ischemia, and developmentaily regulated 
Drotein-11 fR.norveqicus! 


2072 


1358 


AI146154 


mm 


phosphatidylinositoi 4-kinase 


phosphatidylinositoi 4-kinase 



I 
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•.. 
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RefSeqID 
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: 


Unlgene Sequence Cluster Title 


2085 


1335 


AI169105 


ss 




ESTs, Weakly similar to PON1_RAT Serum 
paraoxonase/arylesterase 1 (PON 1) (Serum 
aryldiakylphosphatase 1) (A-esterase 1) 
(Aromatic esterase 1) [R.norvegicus] 


2094 


18641 


A!1 69225 


ee 




Rattus norvegicus mRNA for ribosomal 
protein L35 


2096 


22661 


AI1 69265 


I, mm 


ATPase, H+ transporting, 
lysosomal (vacuolar proton 
pump), subunit 1 


ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), subunit 1 


2131 


14938 


AI1 70362 


qq 




ESTs, Weakly similar to 167414 nuclear 
factor kappa B - rat (fragment) 
FRnorvegicusl . 


2145 


15403 


AI170714 


m, dd 




ESTs, Weakly similar to A40389 translation 
elongation factor eEF-1 alpha chain (clone 
pSD - rat [R.norvegicusl 


2155 


18535 


AI1 70979 


dd, oo 




ESTs, Weakly similar to REQN_RAT Zinc- 
finger protein neuro-d4 [R.norvegicus] 


2160 


17783 


AI171206 


vv 




ESTs, Weakly similar to 21 1 8320A 
neurodegeneration-associated protein 1 
[Rattus norvegicus] IRnorvegicus] 


2170 


11419 


AI171365 


k 




ESTs, Weakly similar to A57514 RNA 
helicase HEL117 - rat [R.norvegicus] 


2181 


6879 


AI171674 


t 


Very low density lipoprotein 
receptor 


Very low density lipoprotein receptor 


2204 


6630 


AM 721 84 


b 




ESTs, Weakly similar to SYPH.RAT 
SYNAPTOPHYSIN (MAJOR SYNAPTIC 
VESICLE PROTEIN P38) fR.norvegicusl 


2216 


23325 


AI172405 


bb 




ESTs, Highly similar to 20081 09A set gene 
[Rattus norvegicus] [R.norvegicus] 


2247 


15404 


AH 75760 


dd 




ESTs, Weakly similar to A40389 translation 
elongation factor eEF-1 alpha chain (clone 
dSD - rat [R.norvegicusl 


2271 


13339 


AI176308 


r 




ESTs, Weakly similar to C01B_RAT Coronin 
1 B (Coronin 2) [R.norvegicus] 


2335 


17773 


AI177513 


y 




ESTs, Weakly similar to CLK3JRAT Protein 
kinase CLK3 (CDC-like kinase 3) 
[R.norvegicusl 


2355 


4979 


AI178133 


ss 




ESTs, Weakly similar to LIS1_MOUSE 
Platelet-activating factor acetylhydrolase IB 
alpha subunit (PAF acetylhydrolase 45 kDa 
subunit) (PAF-AH 45 kDa subunit) (PAF-AH 
alpha) (PAF AH alpha) (Lissencephaly-1 
protein) (LIS-1) [R.norvegicus] 


2384 


12408 


AI178762 


qq 




ESTs, Moderately similar to delta-6 fatty 
acid desaturase [Rattus norvegicus] 
fR.norvegicusl 
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2395 


23043 


AI178968 


nn 




ESTs, Weakly similar to S70642 ubiquitin 
ligase Nedd4 - rat (fragment) [R.norvegicus] 


2403 


17890 


AI179123 


j, mm 




ESTs, Weakly similar to NF-E2-reiated 
factor 2 [Rattus norvegicus] [Rnorvegicus] 


2429 


16656 


AI1 79634 


h 




ESTs, Weakly similar to Gasz [Rattus 
norvegicus] [R.norvegicusl 


2440 


6455 


AI1 79984 


w 




ESTs, Weakly similar to CPI3JW 
CONTRAPSIN-LIKE PROTEASE 
INHIBITOR 3 PRECURSOR (CPI-23) 
(SERINE PROTEASE INHIBITOR 1) (SPI-1) 
rR.norveaicusl 


2468 


12413 


AI227953 


t, mm 




ESTs, Weakly similar to K6A1JRAT 
Ribosomal protein S6 kinase alpha 1 (S6K- 
alpha 1) (90 kDa ribosomal protein S6 
kinase 1) (p90-RSK 1) (Ribosomal S6 kinase 
1) (RSK-1) (pp90RSK1) [R.norvegicus] 


2505 


6604 


AI229192 


XX 




ESTs, Weakly similar to 2209311 A 
coagulation factor X [Rattus norvegicus] 
fR.no'rveqicusl 


2515 


23858 


A1229450 


r 




ESTs, Weakly similar to A57514 RNA 
helicase HEL1 1 7 - rat [R.norvegicus] 


2530 


18650 


AI230121 


q, H, « 




ESTs, Weakly similar to HS9B.RAT Heat 
shock protein HSP 90-beta (HSP 84) 
fR.norvegicusl 


2566 


21816 


AI231217 


ee 




ESTs, Highly similar to S61 INHUMAN 
Protein transport protein Sec61 alpha 
subunit isofdrm 1 (Sec61 alpha-1) 
[R.norveaicusl 


2605 


8390 


AI232288 


WW 




ESTs, Weakly similar to retinoblastoma 
binding protein 7 [Rattus norvegicus] 
fR.norvegicus] 


2624 


5602 


AI232611 


O.ff, XX 




ESTs, Weakly similar to MTE1JW Acyl 
coenzyme A thioester hydrolase, 
mitochondrial precursor (Very-long-chain 
acyl-CoA thioesterase) (MTE-I) 
rR.norveqicus] 


2636 


12873 


AI232984 


tt 




ESTs, Weakly similar to OZF_RAT Zinc 
finger protein OZF (POZF-1) [R.norvegicus] 


2641 


4442 


AI233163 


99. hh 




ESTs, Highly similar to RL1 INHUMAN 60S 
ribosomal protein L11 [R.norveqicus] 


2713 


22070 


AI235528 


jj 




ESTs, Weakly similar to synuciein, gamma 
[Rattus norvegicusl [R. norvegicus] 



BNSDOCID: <WO 03065993A2^I_> 



WO 03/065993 



PCT/US03/03482 



161 



TABLE 1 








, ■;■ Attorney Docket No. 44921-51 13WO 
Document No. 1926271.2 


SEQ 

ID 

NO. 
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Acc. or 
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Model 
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Known Gene Name 


Unigene Sequence Cluster Title 


2726 


7307 


AI235935 


g, oo 




ESTs, Weakly similar to C1TC JOT C-1- 
tetrahydrofolate synthase, cytoplasmic (C1- 
THF synthase) [includes: 
Methylenetetrahydrofolate dehydrogenase ; 
Methenyltetrahydrofolate cyclohydrolase ; 
Formyltetrahydrofolate synthetase ] 
TRnorveaicusl 


2730 


7604 


AI236039 


l 


reticulocalbin 


reticulocalbin 


2740 


13911 


AI236262 


WW 




Rattus norvegicus epidermal Langerhans 
cell protein LCP1 mRNA, complete cds 


2742 


10667 


AI236366 


dd 


siah binding protein 1; FBP 
interacting repressor, pyrimidine 
tract binding splicing factor; Ro 
ribonucleoprotein-binding 
protein 1 


siah binding protein 1; FBP interacting 
repressor; pyrimidine tract binding splicing 
factor, Ro ribonucleoprotein-binding protein 
1 


2755 


6207 


AI236681 


gg, hh 




ESTs, Weakly similar to SUIS_RAT Sucrase- 
isomaltase, intestinal [Contains: Sucrase ; 
Isomaltase I [R.norvegicusl 


2762 


17618 


AI236786 


P. rr 




ESTs, Weakly similar to FK506 binding 
protein 2 (13 kDa) [Rattus norvegicus] 
fR.norveqicus*| 


2778 


23076 


AI237388 


q, dd 




ESTs, Weakly similar to IFR1_RAT 
INTERFERON-RELATED 
DEVELOPMENTAL REGULATOR 1 
(NERVE GROWTH FACTOR-INDUCIBLE 
PROTEIN PC4) (IRPR) rR.norveaicusl 


2851 


18338 


AI639422 


g 




ESTs, Moderately similar to CAQCJRAT 
CALSEQUESTRIN, CARDIAC MUSCLE 
ISOFORM PRECURSOR fR.norveaicusl 


2858 


26012 


AI639478 


PP 




ESTs, Weakly similar to PDIJRAT Protein 
disulfide isomerase precursor (PDI) (Prolyl 4- 
hydroxylase beta subunit) (Cellular thyroid 
hormone binding protein) (Thyroxine 
deiodinase) (lodothyronine 5- 
monodeiodinaset (5-MD) fR.norveaicusl 


2867 


8107 


AI639534 


PP 




ESTs, Weakly similar to ATS4 JOT 
ADAMTS-4 precursor (A disintegrin and 
metalloproteinase with thrombospondin 
motifs 4) (ADAM-TS 4) (ADAM-TS4) 
fAaarecanase 1) fR.norveaicusl 


2872 


7602 


AJ001929 


b, q, v, ii, 

II, XX 


reticulocalbin 


reticulocalbin 


2876 


20519 


C06598 


v, w 




ESTs, Weakly similar to FK506 binding 
protein 2 (13 kDa) {Rattus norvegicus] 
fR.norveqicusl 


2877 


5048 


D00092 


00 


dihydrolipoamide 
acetyltransferase 


dihydrolipoamide acetyltransferase 


2881 


5049 


D10655 


m 


dihydrolipoamide 
acetyltransferase 


dihydrolipoamide acetyltransferase 
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SEQ 

ID 
NO. 


GLGC 
ID NO, 


GenBank 
Acc. or 
RefSeq ID 
No. 


Mode! ■ 
Code 


Known Gene Name 


Unigene Sequence Cluster Title 

'-'."r.'-fof ■' . jv ■ 


2886 


5082 


D14015 


i, ww 


Cydin E1 


ESTs, Highly similar to CGE1_RAT G1/S- 
^nprific evelin E1 fR nnn/pniraiQ'l 


2898 


1041 


D78610 


X 


Protein tyrosine phosphatase, 
receDtor tVDe eDsilon 
polypeptide 


Protein tyrosine phosphatase, receptor type, 
erisilon nolvnpnfirip 


2899 


1356 


D83538 


v 

r 


DhosDhatidvlinositol 4-kinase 

</l 1 WW|^I IMUW J III IVUI vwi » l\IIIUWV 


DhosDhatidvlinositol 4-kinase 


2900 


2744 


D87991 


bj e, q, dd 




ESTs, Highly similar to JC5026 UDP- 
Galactose transnortpr rplatpd nrntpin 1 - rat 

Rnorvegicusl 


2915 


4352 


H31692 


X 


GERp95 


GERp95 


2919 


9745 


H31847 


c h 




Rattus norveoicus dvnein liaht intermediate 
chain 1 mRNA, complete cds 


2921 


3815 


H31907 


u 


G protein pathway suppressor 1 


G protein pathway suppressor 1 


9QR9 




K02815 


f 


butyrophilin-like 2 (MHC class II 
associated) 


butyrophilin-like 2 (MHC class II associated) 


2964 


107 


L14001 


VJOI ICI CU , 

mm 




Rattus nnn/pnimi^ rlnnp 1fi nnlvmprir 

immunoglobulin receptor mRNA, 3'UTR 
microsatellite repeats 






L14002 


1 m it 

1, III, u, 

General, 

rr kk w 




Rattus nnn/pnifiiiQ Hnnp 1fi nnlvmprir 
immunoglobulin receptor mRNA, 3'UTR 

mirrn«iatpllitp rpnpata 


2967 


109 


L14004 


b, General, 

VV 




Rattus norvegicus clone 15 polymeric 

immiinnnlnhnlin rpppntnr mRNA ^'IITR 

microsatellite repeats 


2972 


24518 


L19927 


t v mm 


ATP svnthase H+ transoortina 
mitochondrial F1 complex, 
qamma polypeptide 1 


ATP synthase H+ transoortina 
mitochondrial F1 complex, gamma 
polypeptide 1 . 






L40364 


aa hh 




Rattus norveoicus MHC class I RT1 0 tvDe - 
149 processed pseudogene mRNA 


9QR9 




L41684 


|| 


FAT tumor suppressor 
(Drosophila) homolog 


FAT tumor suppressor (Drosophila) homolog 


2984 


17883 


M11851 


ss 




Rat heart mvosin liaht chain 2 (MLC2) 

■ \fc*l> 1 IwUI I II If WWII 1 Hy 1 II* Wl lt-tll I 11 V J W 

mRNA 3' end 

IIII \| 1 /I j W Wl IU 


2988 




M13749 


m 


Chorionic somatomammotropin 
hormone 2; Placental lactogen-2 


Chorionic somatomammotropin hormone 2; 
Placental lactogen-2 


3015 


17211 


M34331 


ee, 11 




Rattus norvegicus mRNA for ribosoma! 
brotein L35 


3015 


26030 


M34331 


bb, II 




Rattus norvegicus mRNA for ribosomal 
protein L35 


3040 


2694 


M92340 


rr 


Interleukin 6 signal transducer 


Interleukin 6 signal transducer 


3099 


18726 


NMJM2645 


b, q, v, 
General, 
dd, oo, rr 




Rattus norvegicus MHC class lb RT1 .S3 
(RT1.S3) mRNA, partial cds 


3109 


7101 


NMJJ12679 


nn 


Clusterin 


Clusterin 


3132 


1478 


NM.012744 


kk 


Pyruvate carboxylase 


Pyruvate carboxylase 


3133 


8829 


NMJ12749 


q,xx 


Nucleolin 


Nucleolin 


3133 


8831 


NMJH2749 


g 


Nucleolin 


Nucleolin 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc.or 
RefSeq ID 
No. 


Model 
Code, 


Known Gene Name . . ^ .. ^ . 

' ' '■' »v" '• : 

■ • *, •■ 


Unigene Sequence Cluster Title 


3138 


721 


NM_012780 


tt 


Aryl hydrocarbon receptor 
nuclear translocator 1 


Aryl hydrocarbon receptor nuclear 
translocator 1 


3164 


20945 


NMJM2875 


gg, hh 


Ribosomal protein L39 


Ribosomal protein L39 


3191 


19106 


NM_012963 


ss 


High mobility group 1 


High mobility group 1 


3191 


19107 


NM_012963 


cc 


High mobility group 1 


High mobility group 1 


3191 


19108 


NM_012963 


ii . 


High mobility group 1 


High mobility group 1 


3191 


19109 


NMJ)12963 


ee 


High mobility group 1 


High mobility group 1 


3191 


19110 


NM 012963 


ii 


High mobility group 1 


High mobility group 1 


3231 


24607 


NM_013075 


n 


Homeo boxA1 


Homeo box A1 


3236 


8898 


NM_013087 


q. tt 


CD81 antigen (target of 
antiproliferative antibody 1) 


CD81 antigen (target of antiproliferative 
antibody 1) 


3255 


24867 


NMJ)13155 


t, mm 


Very low density lipoprotein 
receptor 


Very low density lipoprotein receptor 


3258 


3465 


NMJM3160 


WW 




ESTs, Moderately similar to MXI1_RAT MAX 
interacting protein 1 (MXI1 protein) 
rR.norvegicusl 


3270 


1969 


NM_013194 


k, t, mm 


Myosin, heavy polypeptide 9, 
non-muscle 


Myosin, heavy polypeptide 9, non-muscle 


3270 


1970 


NM_013194 


t, mm 


Myosin, heavy polypeptide 9, 
non-muscle 


Myosin, heavy polypeptide 9, non-muscle 


3278 


18230 


NMJD13221 


r 




ESTs, Moderately similar to 158311 HMG- 
box containing protein 1 - rat [R.norvegicus] 


3278 


1495 


NMJJ13221 


f, General, 
qq,vv 


HMG-box containing protein 1 


HMG-box containing protein 1 


3300 


18139 


NM_017033 


General 




ESTs, Highly similar to PMRT 
phosphoglucomutase (EC 5.4.2.2) 1 - rat 
IRnorvegicusl 


3417 


20848 


NM_017343 


X 




Rat mRNA for myosin regulatory iight chain 
(RLC) 


3417 


20849 


NMJ)17343 


r.ff 




Rat mRNA for myosin regulatory light chain 
(RLC) 


3419 


537 


NMJD17351 


h, ss, uu 


pre-alpha-inhibitor, heavy chain 
3 


pre-alpha-inhibitor, heavy chain 3 


3421 


24428 


NMJ17356 


nn 


neural visinin-like Ca2+-binding 
protein type 3 


neural visinin-like Ca2+-binding protein type 
3 


3426 


24732 


NM_019130 


9 


Insulin 2 


Insulin 2 


3432 


20351 


NMJ)19142 


kk 


5'-AMP-activated protein kinase 
alpha-1 catalytic subunit 


5-AMP-activated protein kinase alpha-1 
catalytic subunit 


3449 


2933 


NM_019204 


e, m 




ESTs, Highly similar to BACEJW Beta- 
secretase precursor (Beta-site APP cleaving 
enzyme) (Beta-site amyloid precursor 
protein cleaving enzyme) (Aspartyl protease 
2) (Asp 2) (ASP2) (Membrane-associated 
aspartic protease 2) (Memapsin-2) 
fR.norveaicusl 


3480 


24883 


NM 019293 


e, k,u 


carbonic anhydrase 5 


carbonic anhydrase 5 
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SEQ I 

ID 

NO. 


3LGC I 
D NO. , 


SenBank 
Acc. or I 
RefSeq.lD 
No. 


Vlodel : 
Code 

■ 


Knovyh Gene -Name 

. ', - 


Unigene Sequence Cluster Title 


3482 


1099 


NMJM9303 


/ 


Cytochrome P450, subfamily 
IF, polypeptide 1 


Cytochrome P450, subfamily HF, polypeptide 
1 


3483 


16330 


NMJ319331 


General, 
kk 


Paired basic amino acid 
cleaving enzyme (furin) 


Paired basic amino acid cleaving enzyme 
[furin) 


3483 


16331 


NM_019331 


h,m, 

General, 

mm 


Paired basic amino acid 
cleaving enzyme (furin) 


Paired basic amino acid cleaving enzyme 
[furin) 


3486 


16697 


NM_019349 


s 


Serine/threonine kinase 2 


Serine/threonine kinase 2 


3486 


16698 


NMJ)19349 


u 


Serine/threonine kinase 2 


Serine/threonine kinase 2 


3490 


23226 


NMJ319360 


v, y, gg. hh 


cytochrome oxidase subunit Vic 


cytochrome oxidase subunit Vic 


3513 


20635 


NM_020099 


ee 


OB-receptor gene related 
protein (OB-RGRP) 


OB-receptor gene related protein (OB- 
RGRP) 


3518 


18724 


NM__021585 


b, ss 




Rattus norvegicus MHC class lb RT1 .S3 | 
(RT1.S3) mRNA, partial cds \ 


3521 


17340 


NMJJ21594 


General, 
dd 


ERM-binding phosphoprotein 


ERM-binding phosphoprotein 


3523 


19173 


NM_021661 


n 


regulator of G-protein signalling 
19 


regulator of G-protein signalling 19 


3547 


20248 


NM_022205 


y 


Chemokine receptor (LCR1) 


Chemokine receptor (LCR1) 


3547 


20249 


NM_022205 


tt 


Chemokine receptor (LCR1) 


Chemokine receptor (LCR1 ) j 


3561 


15932 


NM_022385 


q, x, dd 


ADP-ribosylation factor-like 1 


ADP-ribosylation factor-like 1 


3565 


22412 


NM_022392 


f, P. s, 

General, 

ee.ff. 


growth response protein (CL-6) 


growth response protein (CL-6) 


3565 


22413 


NM_022392 


a, f, p, 
General, 
ee, ff, qq 


growth response protein (CL-6) 


growth response protein (CL-6) 


3565 


22414 


NMJ22392 


ff 


growth response protein (CL-6) 


growth response protein (CL-6) 


3565 


22415 


NM_022392 


p, General, 
ff 


growth response protein (CL-6) 


growth response protein (CL-6) 


3568 


1141 


NMJ322401 


f, n, r, z 


plectin 


plectin 


3583 


3902 


NMJ22516 


ss 


polypyrimidine tract binding 
protein 


polypyrimidine tract binding protein 


3591 


8097 


NM 022536 


l,q, w,x 


cyclophilin B 


cyclophilin B 


3592 


8597 


NM_022538 


h,l 


phosphatidate 
phosphohydrolase type 2a 


phosphatidate phosphohydrolase type 2a 


3592 


8598 


NM_022538 


d 


phosphatidate 
phosphohydrolase type 2a 


phosphatidate phosphohydrolase type 2a 


3594 


12422 


NM_022546 


bb. 


Death-associated like kinase 


Death-associated like kinase 


3595 


12606 


NM_022547 


General, 
w 


1 0-formyltetrahydrofolate 
dehydrogenase 


1 0-formyltetrahydrofolate dehydrogenase 


3598 


20820 


NMJ)22593 


u 


elongation factor Sill p15 
subunit 


elongation factor SHI p15 subunit 


3609 


12542 


NM_022647 


c, d, qq 




ESTs, Highly similar to 0506206A histone 
H2B [Rattus norveqicusl [R.norveqicusl 
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CCA . 

ID 
NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
Keroeq iu 
No. 


Model 
Code 


Known Gene Name . y . r . 


Unigene Sequence Cluster Title 

■ -•' - * ■ ■>■ 


3610 


24442 


NM_022667 


u, General, 
rr 


Matrin F/G 


Matrin F/G 


3622 


24423 


Nlvl_022703 


m, r, gg, 
hh, pp 


small glutamine-rich 
tetratricopeptide repeat (TPR) 
containing protein (SGT) 


small glutamine-rich tetratricopeptide repeat 
(TPR) containing protein (SGT) 


3623 


24458 


NM_022706 


b 


GABA(A) receptor-associated 
protein like 2 


GABA(A) receptor-associated protein like 2 


3631 


6891 


kill AOAAO A 

NM_022934 


t gg, hh 


DnaJ-like protein 


DnaJ-like protein 


3640 


20681 


NM.022952 


u 


clathrin-associated protein 17 


clathrin-associated protein 17 


3658 


15367 


NM„024149 


r 


ADP-ribosylation factor 5 


ADP-ribosylation factor 5 


3660 


21696 


NM_024152 


f, 00 


ADP-ribosylation factor 6 


ADP-ribosylation factor 6 


3683 


23386 


NM_024404 


gg,hh 


RIMA binding protein p45AUF1 


RNA binding protein p45AUF1 


3683 


25682 


NM_024404 


c, w 


RNA binding protein p45AUF1 


RNA binding protein p45AUF1 


3694 


1995 


Lift t jf\ r\ /% r* r\ 

NM_030850 


d, h, uu 


betaine-homocysteine 
methyl transferase 


betaine-homocysteine methyltransferase 


3696 


15186 


NM_030861 


g.p, 

General, rr 


N- 

acetylgiucosaminyitransferase I 


N-acetylglucosaminyltransferase I 


3696 


15187 


NM.030861 


n,z, 

General, rr 


N- 

acetylglucosaminyltransferase I 


N-acetylglucosaminyltransferase I 


3696 


15188 


NM_030861 


d, s, 
General 


N- 

acetylglucosaminyltransferase I 


N-acetylglucosaminyltransferase I 


3698 


21800 


NM_030987 


r, w t z 


Guanine nucleotide-binding 
protein beta 1 


Guanine nucleotide-binding protein beta 1 


3698 


21801 


NM_030987 


gg, hh 


Guanine nucleotide-binding 
protein beta 1 


Guanine nucleotide-binding protein beta 1 . 


3698 


21806 


NM_030987 


s,u 


Guanine nucleotide-binding 
protein beta 1 


Guanine nucleotide-binding protein beta 1 


3708 


17302 


NM_031008 


tt 


alpha-c large chain of the 
protein complex AP-2 
associated with clathrin 


alpha-c large chain of the protein complex 
AP-2 associated with clathrin 


3711 


1538 


i it • nni a 

NM_031012 


k, mm 


alanyl (membrane) 
aminopeptidase 


alanyl (membrane) aminopeptidase 


3711 


1540 


NMJJ31012 


n, dd, ee 


alanyl (membrane) 
aminopeptidase 


alanyl (membrane) aminopeptidase 


3716 


16560 


ft. r ^ i no-lAon 

NM_031020 


t 


p38 mitogen activated protein 
kinase 


p38 mitogen activated protein kinase 


3716 


a cceo 

16562 


NM_031020 


I. P. ss, uu 


p38 mitogen activated protein 
kinase 


p38 mitogen activated protein kinase 


3716 


16564 


mm fi^in9n 


K, 1 


poo miioyen acuvaiea proiem 
kinase 


p6o mitogen activated protein kinase 


3716 


16565 


NM_031020 


t 


p38 mitogen activated protein 
kinase 


p38 mitogen activated protein kinase 


3719 


16210 


NMJ)31026 


r, w 


LIC-2 dynein light intermediate 
chain 53/55 


LIC-2 dynein light intermediate chain 53/55 


3729 


15137 


NMJ)31051 


w, y, ee, tt 


macrophage migration inhibitory 
factor 


macrophage migration inhibitory factor 
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SEQ 

ID ; 

NO. 


GLGC 
(D NO. 


GenBank : 
Acc. or 
RefSeq ID 
No. 


Model 
Code 

■ 


Known Gene Name 

•■ 


Unigene Sequence Cluster Title . 

■ ' v.. ' V 


3/30 


11899 


NM_031052 


rr 


mitochondrial intermediate 
peptidase 


mitochondrial intermediate peptidase 


3739 


6348 


NM.031077 


mm 


PCTAIRE-1 protein kinase, 
alternatively spliced 


PCTAIRE-1 protein kinase, alternatively 
spliced 


3742 


17173 


NM_031090 


u,cc 


ras-related protein 


ras-related protein 


3747 


20812 


NM_031100 


y, ee 


ribosomal protein L10 


ribosomal protein L10 


3752 


20807 


NMJ331106 


h 


ribosomal protein L37 


ribosomal protein L37 


3755 


10878 


NMJ)31110 


j, General 


ribosomal protein S11 


ribosomal protein S11 


3760 


16671 


NM_031125 


tt 


syntaxin 4 


syntaxin 4 


3765 


15487 


NMJ331137 


q, ww 


tripeptidylpeptidase II 


tripeptidylpeptidase II 


3765 


15489 


NMJD31137 


bb, II, ww 


tripeptidylpeptidase II 


tripeptidylpeptidase II 


3766 


17378 


NM_031138 




ubiquitin conjugating enzyme 


ubiquitin conjugating enzyme 


3766 


17379 


NMJ)31138 


General 


ubiquitin conjugating enzyme 


ubiquitin conjugating enzyme 


3769 


23097 


NMJ)31145 


h, bb 


calcium- and integrin-binding 
protein 


calcium- and integrin-binding protein 


3/72 


164 


NMJ331151 


V 


malate dehydrogenase 
mitochondrial 


malate dehydrogenase mitochondrial 


3//3 


238 


NM_031152 


ee 


RAB11a, member RAS 
oncogene family 


RAB11a, member RAS oncogene family 


3/73 


240 


NMJ331152 


X 


RAB11a, member RAS 
oncogene family 


RAB11a, member RAS oncogene family 


3777 


15277 


NM_031237 


n 


ubiquitin-conjugating enzyme 
E2D 3 (homologous to yeast 
UBC4/5) 


ubiquitin-conjugating enzyme E2D 3 
(homologous to yeast UBC4/5) 


3787 


15360 


NM_031335 


p.v 


polymerase II 


EST, Moderately similar to RPB6JRAT DNA- 
directed RNA polymerase I1 14.4 kDa 
polypeptide (RPB6) (RPB14.4) 
fR norveoicusl Dolvmerasell 


3811 


1822 


NM_031553 


C, WW 


CCAAT binding transcription 
factor of CBF-B/NFY-B 


CCAAT binding transcription factor of CBF- 
B/NFY-B 


3830 


20840 


NM_031604 . 


d 


ATPase, H+ transporting, 
lysosomal (vacuolar proton 
pump) noncatalytic accessory 
protein 1 (1 10/160 kDa) 


ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) noncatalytic 
accessory protein 1 (110/160 kDa) 


3830 


20841 


NM_031604 


bb 


ATPase, H+ transporting, 
lysosomal (vacuolar proton 
pump) noncatalytic accessory 
DroteinIM 10/160 kDa) 


ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) noncatalytic 
accessory protein 1 (1 1 0/1 60 kDa) 


3885 


20752 


NM_031763 


ii 


platelet-activating factor 
acetylhydrolase beta subunit 
(PAF-AH beta) 


platelet-activating factor acetylhydrolase 
beta subunit (PAF-AH beta) 


3885 


20753 


NM_031763 


I, General, 
dd, pp 


platelet-activating factor 
acetylhydrolase beta subunit 
(PAF-AH beta) 


platelet-activating factor acetylhydrolase 
beta subunit (PAF-AH beta) 


3892 


16178 


NM_031785 


ii 


ATPase, H+ transporting, 
lysosomal (vacuolar proton 
pump), subunit 1 


ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), subunit 1 


3893 


1169 


NM_031789 


d, w, bb, II 


NF-E2-related factor 2 


NF-E2-related factor 2 


3893 


1170. 


NM_031789 


41 


NF-E2-reIated factor 2 


NF-E2-reIated factor 2 
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SEQ 
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Known Gene Name 


Unigehe Sequence Cluster Title 


3908 


10267 


NM_031838 


h 


ribosomal protein S2 


ribosomal protein S2 


3908 


10269 


NM_031838 


w 


ribosomal protein S2 


ribosomal protein S2 


3909 


10949 


NM.031839 


rr 


arachidonic acid epoxygenase 


arachidonic acid epoxygenase 


3914 


22301 


NM_031967 


d 


development-related protein 


development-related protein 


3926 


19768 


NM_031986 


PP 


syntenin 


syntenin 


3933 


1573 


NM_032083 


bb, ss 


chimerin (chimaerin) 1 


chimerin (chimaerin) 1 


3947 


1410 


NM.052798 


0 


zinc fingerprotein 354A 


zinc finger protein 354A j 


3978 


23811 


NM_053436 


WW 


staufen (Drosophila, RNA- 
binding protein) 


staufen (Drosophila, RNA-binding protein) 


3980 


14670 


NMJ)53439 


ee 


RAN, member RAS oncogene 
family 


RAN, member RAS oncogene family 


4010 


20902 


NM_053593 


cc 


cyclin-dependent kinase 4 


cyclin-dependent kinase 4 


4026 


20951 


NM_053651 


nn 


NK2 transcription factor related, 
locus 5 (Drosophila) 


NK2 transcription factor related, locus 5 
(Drosophila) 


4032 


15735 


NM_053665 


n, ee 


A kinase (PRKA) anchor protein 
1 


A kinase (PRKA) anchor protein 1 


4032 


15738 


NMJJ53665 


cc 


A kinase (PRKA) anchor protein 
1 


A kinase (PRKA) anchor protein 1 


4043 


10909 


NMJ)53756 


0 


ATP synthase, H+ transporting, 
mitochondrial F0 complex, 
subunit c (subunit 9) isoform 3 


ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit c (subunit 
9) isoform 3 


4047 


14015 


NM_053770 


n, w 


Arg/Abl-interacting protein 
ArgBP2 


Arg/Abl-interacting protein ArgBP2 


4047 


14016 


NM_053770 


XX 


Arg/Abl-interacting protein 
ArgBP2 


Arg/Abl-interacting protein ArgBP2 


4050 


6290 


NM_053795 


tt 


kinase D-interacting substance 
of220kDa 


kinase D-interacting substance of 220 kDa 


4055 


16921 


NM.053806 


gg. hhj 




ESTs, Weakly similar to S18140 
hypoxanthine phosphoribosyltransferase 
(EC 2.4.2.8) - rat fR.norveaicusl 


4055 


19827 


NM_053806 


00 




ESTs, Weakly similar to OZF_RAT Zinc 
finger protein OZF (POZF-1) [R.norvegicus] 


4059 


20421 


NM.053821 


a, w 


v-ral simian leukemia viral 
oncogene homolog B (ras 
related) 


v-ral simian leukemia viral oncogene 
homolog B (ras related) 


4060 


6110 


NM_053824 


X 


casein kinase II, alpha 1 
polypeptide 


casein kinase II, alpha 1 polypeptide 


4061 


1601 


NM_053826 


t 


pyruvate dehydrogenase 
kinase, isoenzyme 1 


pyruvate dehydrogenase kinase, isoenzyme 
1 


4070 


1570 


|i|y ncoOC7 

NM_053857 


k, I, m, 
General 


eukaryotic translation initiation 
factor 4E binding protein 1 


eukaryotic translation initiation factor 4E 
binding protein 1 


4070 


1571 


NM_053857 


I. m, q, 

General, 

dd 


eukaryotic translation initiation 
factor 4E binding protein 1 


eukaryotic translation initiation factor 4E 
binding protein 1 


4071 


18358 


NMJD53864 


X 


valosin-containing protein 


valosin-containing protein 


4076 


1453 


NM_053887 


ff 


mitogen activated protein kinase 
kinase kinase 1 


mitogen activated protein kinase kinase 
kinase 1 
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4076 


1454 


NMJ53887 


gg. hh 


mitogen activated protein kinase 
kinase kinase 1 


mitogen activated protein kinase kinase 
kinase 1 


4077 


1660 


NM.053891 


bb, II, ww 


cyclin-dependent kinase 5, 
regulatory subunit 1 (p35) 


cyciin-dependent kinase 5, regulatory 
subunit 1 (p35) 


4078 


16147 


NMJ53892 


y 


phospholipase A2, group VI 


phospholipase A2, group VI 


4090 


16190 


NM_053961 


0 




ESTs, Weakly similar to F Chain F, 2-Enoyl- 
Coa Hydratase, Data Collected At 100 K, Ph 
6.5 fR.norveqicusl 


4091 


16546 


NMJJ53965 


o, ii 


solute carrier family 25 
(carnitine/acylcarnitine 
translocase), member 20 


solute carrier family 25 
(carnitine/acylcarnitine translocase), member 
20 


4091 


16547 


NM_053965 


0 


solute carrier family 25 
(carnitine/acylcarnitine " 
translocase), member 20 


solute carrier family 25 
(carnitine/acylcarnitine translocase), member 
20 


4094 


17279 


NM_053977 


t, mm 


cadherin 17 


cadherin 17 


4094 


17280 


NM_053977 


mm 


cadherin17 


cadherin 17 


4095 


15325 


NIVL053979 


j 


ADP-ribosylation factor-like 5 


ADP-ribosylation factor-like 5 


4101 


17739 


NMJJ53995 


h, General, 


3-hydroxybutyrate 
dehydrogenase (heart, 
mitochondrial) 


3-hydroxybutyrate dehydrogenase (heart, * 
mitochondrial) 


4109 


16043 


NM.057100 


ii 




ESTs, Highly similar to growth arrest 
specific 6 [Rattus norvegicus] [R.norvegicus] 


4110 


17709 


NMJ57101 


y 


Tenascin X 


Tenascin X 


4116 


23310 


NM_057119 


w 


splicing factor, arginine/serine- 
rich (transformer 2 Drosophila 
homolog) 10 


splicing factor, arginine/serine-rich 
(transformer 2 Drosophila homolog) 10 


4123 


15839 


NM_057143 


bb f kk 


fertility protein SP22 


fertility protein SP22 


4127. 


18122 


NMJ57208 


ee 


tropomyosin 3, gamma 


tropomyosin 3, gamma 


4129 


3831 


NMJ)57213 


e, General, 
cc, qq 


ATPase, H+ transporting, 
lysosomal (vacuolar proton 
pump), beta 56/58 kDa, isofonm 
2 


ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), beta 56/58 kDa, 
isoform 2 


4144 


9952 


NM_080902 


XX 


hypoxia induced gene 1 


hypoxia induced gene 1 


4154 


18810 


NM_1 30430 


w, ss 


mitochondrial H+-ATP synthase 
alpha subunit 


mitochondrial H+-ATP synthase alpha 
subunit 


4160 


7864 


NMJ30823 


c, gg, hh, 
oo, qq 


ATPase, H+ transporting, 
lysosomal (vacuolar proton 
pump) 16 kDa 


ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 16 kDa 


4170 


505 


NM J 33309 


ss 


calpain 8 


calpain 8 


4173 


252 


NM J 33323 


d 


zinc finger protein 111 


zinc finger protein 111 


4180 


10660 


NM J 33423 


r, w 


splicing factor YT521-B 


splicing factor YT521-B 


4181 


16736 


NMJ33427 


i 


fiavohemoprotein b5+b5R 


fiavohemoprotein b5+b5R 


4182 


5686 


NM J 33428 


dd 


histidine-rich glycoprotein 


histidine-rich glycoprotein 


4186 


1791 


NM J 33541 


WW 


general transcription factor Hi C 
1 


general transcription factor III C 1 


4189 


1558 


NM J 33554 


e,pp 


solute carrier family 17 vesicular 
glutamate transporter), member 
1 


solute carrier family 17 vesicular glutamate 
transporter), member 1 
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4189 


1559 


NM_1 33554 


e 


solute carrier family 17 vesicular 
glutamate transporter), member 
1 


solute carrier family 17 vesicular glutamate 
transporter), member 1 


4191 


745 


NM_1 33567 


cc 


centaurin, alpha 1 


centaurin, alpha 1 


4193 


16993 


NMJ33583 


a, d, m 


N-myc downstream-regulated 
gene 2 


N-myc downstream-regulated gene 2 


4193 


15029 


NM_1 33583 


00 


N-myc downstream-regulated 
gene 2 


N-myc downstream-regulated gene 2 


4194 


1164 


NMJ33584 


g 


phosphodiesterase 5A f cGMP- 
specific 


phosphodiesterase 5A, cGMP-specific 


4195 


4312 


NM_1 33586 


y, rr, ww 


carboxylesterase 2 (intestine, 
liver) 


carboxylesterase 2 (intestine, liver) 


4196 


19822 


NM J 33590 


X 


Ras-related GTP-binding protein 
Rab29 


Ras-related GTP-binding protein Rab29 


4197 


1308 


NMJ 33591 


e 


rabphilin 3A-like (without C2 
domains) 


rabphilin 3A-like (without C2 domains) 


4202 


25200 


NMJ33610 


cc 


potassium voltage-gated 
channel, subfamily H (eag- 
reiated), member 5 


potassium voltage-gated channel, subfamily 
H (eag-related), member 5 


4213 


8692 


NIVM 34387 


e 


diacetyl/L-xylulose reductase 


diacetyl/L-xylulose reductase 


4215 


3074 


NMJ 34399 


kk 


Mk1 protein 


Mk1 protein 


4217 


23321 


NMJ 34407 


ss 


aldo-keto reductase family 7, 
member A2 (aflatoxin aldehyde 
reductase) 


aldo-keto reductase family 7, member A2 
(aflatoxin aldehyde reductase) 


4224 


1440 


NM J 34456 


u 


SH2-B PH domain containing 
signaling mediator 1 


SH2-B PH domain containing signaling 
mediator 1 


4225 


1373 


NM_1 34468 


n 


calcium/calmodulin-dependent 
protein kinase 1 


calcium/calmodulin-dependent protein 
kinase I 


4229 


61 


NM J 38510 


u 


20 alpha-hydroxysteroid 
dehydrogenase 


20 alpha-hydroxysteroid dehydrogenase 


4235 


5283 


NM_1 38535 


XX 


glutamate receptor interacting 
protein 2 


glutamate receptor interacting protein 2 


4237 


16922 


NM J 38549 


X 


synaptic glycoprotein SC2 


synaptic glycoprotein SC2 


4237 


25479 


NM J 38549 


e,x 


synaptic glycoprotein SC2 


synaptic glycoprotein SC2 


4247 


891 


NM 138863 


x, bb 


dithiolethione-inducible gene-1 


dithiolethione-inducible gene-1 


4254 


5655 


NMJ38885 


f.q.ff 


golgi-associated protein 
GCP360 


golgi-associated protein GGP360 


4254 


5656 


NMJ38885 


d,q 


golgi-associated protein 
GCP360 


golgi-associated protein GCP360 


4255 


3015 


NM_1 38895 


h, w 


polyubiquitin . 


polyubiquitin 


4256 


7636 


NM_1 38896 


s 


rotein carrying the RING-H2 
sequence motif 


rotein carrying the RING-H2 sequence motif 


4259 


17115 


NMJ38905 


I, m, 

General, 
kk 


ER transmembrane protein Dri 
42 


ER transmembrane protein Dri 42 


4261 


21915 


NM_1 38910 


dd. 


defender against cell death 1 


defender against cell death 1 


4261 


21916 


NM J 38910 


II 


defender against cell death 1 


defender against cell death 1 


4269 


734 


NM J 39094 


d 


CTD-binding SR-Iike protein rA8 


CTD-binding SR-Iike protein rA8 
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Jo. 
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4270 1 


7119 r 


M 139098 


> F 


*NA helicase F 


*NA helicase 


4977 4 




4MJ39113 

( 

^ 


i.z. r 
3eneral, < 
<K pp • 


mclear receptor subfamily 2, r 
jroup F, member 6 r 


luclear receptor subfamily 2, group F ( 
nember 6 


4278 ' 


15239 1 


WM39114 1 
( 


i, 1, v, r 
Seneral 


ibosomal protein L15 r 


ibosomal protein L15 


4281 : 


22970 1 


MM J 39254 ( 


d, u 1 


ubulin, beta 3 1 


ubutin, beta 3 






MM 139329 i 


i i 


XA2 protein < 


XA2 protein 


4287 - 


4949 


MMJ39338 \ 


5 


Ma+/Pi-cotransporter type lie 


Rattus norvegicus mRNA for Na+/Pi- 
cotransporter type He, complete cds 


4290 


15703 


NMJ44750 


f, n, gg, 
ih, pp 


Lysophospholipase 


Rattus norvegicus mRNA for 
Lysophospholipase, complete cds 


4291 


11493 


NMJ44755 


f, q, A dd, 
oo, qq 




ESTs, Weakly similar to A53621 AMP- 
activated protein kinase - rat [R.nqrvegicus] 


4291 


a A At\A 

11494 


NMJ44755 


U. q.'v.z, 
General, 
dd, oo 




ESTs, Weakly similar to A53621 AMP- 
activated protein kinase - rat [R.norvegicus] 


4292 


4COQ 


NM_1 44757 


s 


Cys2/His2 zinc finger protein 
(rKrD 


Rattus norvegicus Cys2/His2 zinc finger 
protein (rKr1 ) mRNA, complete cds 


4296 


1949 


NMJ45092 


f, 1, ii, nn 




Rattus norvegicus lamina associated 
polypeptide 1C (LAP1C) mRNA, complete 
cds, Rattus norvegicus lamina-associated, 
polypeptide 1C (LAP1C) mRNA, complete 
cds 






NM_1 45097 


j, o, x, uu 




Rattus norvegicus kallistatin mRNA, 
complete cds 


4302 


16343 


NM J 45724 


uu 




Rattus norvegicus zinc finger protein Y1 
(RLZF-Y) mRNA, complete cds 


4302 


16345 


NMJ45724 


j, uu 




Rattus norvegicus zinc finger protein Y1 
(RLZF-Y) mRNA, complete cds 


4oUo 


OOQ7C 


NMJ45778 


ii 




Rattus norvegicus mRNA for tubulin, 
complete cds 


4338 


18647 


S69316 


q, dd 




ESTs, Weakly similar to HS9BJW Heat 
shock protein HSP 90-beta (HSP 84) 
IRnorvegicusl 


4345 


1460 


S76054 


t, General, 

II, WW 




ESTs, Highly similar to K2C8_RAT Keratin, 
type II cytoskeletal 8 (Cytokeratin 8) 
(Cvtokeratin endo A) (R.norvegicusl 


4348 


17626 


S78556 


qq 




ESTs, Highly similar to 156581 dnaK-type 
molecular chaperone grp75 precursor - rat 
[R.norveqicusl 


4354 


110 


U01145 


1, General 
kk 


• 


Rattus norvegicus clone 15 polymeric 
immunoglobulin receptor mRNA, 3'UTR 
microsatellite repeats 


4356 


347 


U01914 


s.tt 


A kinase anchor protein 8 


A kinase anchor protein 8 


4357 


111 


U02506 


b, Genera 
kk, w 


I, 


Rattus norvegicus clone 15 polymeric 
immunoglobulin receptor mRNA, 3'UTR 
microsatellite repeats 



O3065993A2 _l_> 



WO 03/065993 



PCT/US03/03482 



171 



TABLE X . > V - Attorney Docket No. 44921-51 13WO 
iv:W "\. ! - Document No. 1926271 2 


SEQ 

•P 

NO 


3LGC 
D NO. i 


SenBank,. 
Acc.'or < 
RefSeq ID 
Ho. 


Model 
Code 


Known Gene Name 


Uhigene Sequence Cluster Title *\ 


4358 


2010 


U05675 






Rattus norvegicus Sprague-Dawley 
Fibrinogen B beta chain mRNA, complete cds 


4370 


399 


U31668 


WW, XX 


E2F transcription factor 5 


E2F transcription factor 5 


4375 


1357 


U39572 


mm 


phosphatidylinositol 4-kinase 


phosphatidylinosito! 4-kinase 


4376 


18038 


U39943 


X 




Rattus norvegicus cytochrome P450 
pseudogene (CYP2J3P1) mRNA 


4386 


15516 


U68544 


b 




Rattus norvegicus cyclophilin D mRNA, 
nuclear gene encoding mitochondrial 
protein, complete cds 


4398 


1153 


U89280 


h, n 




Rattus norvegicus oxidative 1 7 beta 
hydroxysteroid dehydrogenase type 6 
mRNA, complete cds 


4400 


9841 


U94856 


w 


paraoxonase 1 


paraoxonase 1 


4400 


9842 


U94856 


PP 


paraoxonase 1 


paraoxonase 1 


4414 


19584 


X13905 


General, 
mm 




ESTs, Moderately similar to TVRTYP GTP- 
binding protein Rab1 - rat [R.norvegicusl 


4440 


18924 


X58830 


9 


Bone morphogenetic protein 6 


Bone morphogenetic protein 6 


4446 


4441 


X62146 


ee 




ESTs, Highly similar to RL11_HUMAN 60S 
ribosomal protein L1 1 [R.norvegicus] 


4447 


13646 


X62166 


I, m, s, z, 
General, 
bb, cc, ii, 
aq. rr 




ESTs, Highly similar to RL3_RAT 60S 
RIBOSOMAL PROTEIN L3 (L4) 
[R.norvegicus] 


4448 


15387 


X62482 


h, gg, hh 




ESTs, Highly similar to R3RT25 ribosomal 
protein S25, cytosolic [validated] - rat 
fR-norveqicusl 


4455 


20844 


X65228 






ESTs, Highly similar to R3RT3A ribosomal 
protein L23a, cytosolic [validated] - rat 
[R.norvegicus] 


4464 


23302 


X78949 


ff.xx 


prolyl 4-hydroxylase alpha 
subtinit 


prolyl 4-hydroxylase alpha subunit 


4473 


18031 


X94551 


y 


laminin, gamma 1 


laminin, gamma 1 


250 


10157 


M819527 


rr 


HHs:amyloid beta (A4) 
precursor protein (protease 
nexin-ll, Alzheimer disease) 


ESTs, Highly similar to S23094 beta-amyloid 
protein precursor - rat [R.norvegicus] 


2352 


10156 


AI1 78039 


bb 


HHs:amyloid beta (A4) 
precursor protein (protease 
nexin-ll, Alzheimer disease) 


ESTs, Highly similar to S23094 beta-amyloid 
protein precursor - rat [R.norvegicus] 


4410 


10154 


X07648 


m 


HHs:amyloid beta (A4) 
precursor protein (protease 
nexin-ll, Alzheimer disease) 


ESTs, Highly similar to S23094 beta-amyloid 
protein precursor - rat [R.norvegicus] 


4424 


20872 


X51707 


h 


ribosomal protein S1 9 


ESTs, Highly similar to R3RT19 ribosomal 
protein S19, cytosolic [validated] - rat 
[R.norveqicusl 
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SEQ C 
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* F 

i> 


aenBank ;'; A 
kcc.br. C 
tefSeqID/ 
Jo. 


lodel V 
)ode 


Cnown Gene Name ? 1 


Jnigene Sequence Cluster Title . • | 

k- ' 

• . .- . . ■ - . .• ht 


2218 1 


8498 / 


M172452 r 


n, ii, 11, uu 


E 
( 
1 

( 
1 


ESTs, Weakly similar to COXJ_RAT 
Cytochrome c oxidase polypeptide Vlla- 
ver/heart, mitochondrial precursor 
Cytochrome c oxidase subunit Vlla-L) 
R.norveaicusl 




ID w O / 


M177145 \ 


N 


I 
1 


ESTs, Weakly similar to CAG7_RAT ALPHA- 
M-ACETYLGALACTOSAMINIDE ALPHA-2,6 
SIALYLTRANSFERASE (ST6GALNACIH) 
f STY) fR.norveaicusl 


2398 


12033 


W179066 


3e 




ESTs, Highly similar to SL52_RAT 
SODIUM/GLUCOSE COTRANSPORTER 2 
(NA(+)/GLUCOSE COTRANSPORTER 2) 
(LOW AFFINITY SODIUM-GLUCOSE 
COTRANSPORTER) FR.norveaicusl 


once 




AI230762 


rr 




ESTs, Weakly similar to A53742 calponin, 
acidic - rat [R.norvegicus] 


2607 


io49/ 


AI232307 


c 




ESTs, Weakly similar to COXJ.RAT 
Cytochrome c oxidase polypeptide Vila- 
liver/heart, mitochondrial precursor 

Cytochrome c oxidase subunit Vlla-L) 

R.norveaicusl 


3501 


22726 


NM_019383 


r 


ATP synthase subunit d 


ATP synthase subunit d 


oouo 


OOCA 


NM_022643 


c, d, m, cc, 
kk, qq, w 




ESTs, Highly similar to 0506206A histone 
H2B [Rattus norvegicus] [R.norvegicus] 




lyioi 


NMJ)31111 


, ee 


ribosomal protein S21 


ribosomal protein S21 


4uy/. 


HE /I CO 


NWL053982 


h, gg, hh 


ribosoma! protein S15a 


ribosomal protein S15a 


4097 


19544 


NIVL053982 


h, 1, qq 




EST, Moderately similar to JC2234 
ribosomal protein S15a, cytosolic [validated] ■ 
rat [Rnorvegicusl 


4299 


9845 


NMJ45672 


m 




ESTs, Weakly similar to JN0572 neutrophil 
chemo-attractant Gro protein precursor - rat 
rR.norveaicusl 


4428 


16716 


X53054 


c 




Rat mRNA for RT1 .D beta chain 


*foo 




M875121 


d 


CCAAT binding factor of CBF- 
C/NFY-C 


CCAAT binding factor of CBF-C/NFY-C 




I / oDo 


AI008020 


0 


Malic enzyme 1, soluble 


Malic enzyme 1, soluble 


1681 


8330 


AI059434 


g 


peroxisome proliferative 
activated receptor, gamma, 
coactivator 1 


peroxisome proliferative activated receptor, 
gamma, coactivator 1 


1829 


18838 


AI101102 


ee 


Prosaposin (sulfated 
glycoprotein, sphingolipid 
hydrolase activator) 


Prosaposin (sulfated glycoprotein, 
sphingolipid hydrolase activator) 


1890 


11486 


AI103162 


j 


Glycoprotein-4-beta- 
galactosyltransferase 2 


Glycoprotein-4-beta-galactosyltransferase2 


2112 


6479 


A1169690 




Fibrinogen, gamma polypeptide 


Fibrinogen, gamma polypeptide 


2455 


21296 


AI227641 


i 


Myosin, light polypeptide 2, 
alkali; ventricular, skeletal, slow 


Myosin, light polypeptide 2, alkali; 
ventricular, skeletal, slow 
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VIodel . I 
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<nown Gene Name 
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2552 


13618 


AI230724 


<k, tt 


SAC1 (supressor of actin 
mutations 1, homolog)-like (S. 
cerevisiae) 


SAC1 (supressor of actin mutations 1 , 
homolog)-like (S. cerevisiae) 


2724 


21414 


AI235842 


X 


Superoxide dismutase 2, 
mitochondrial 


Superoxide dismutase 2, mitochondrial 


2961 


790 


L10073 


g 


5-hydroxytryptamine (serotonin) 
receptor 5B, ER01-like(S. 
cerevisiae), Lysosomal 
associated membrane protein 1 
120 kDa), apoptotic protease 
activating factor 1, ceroid- 
lipofuscinosis, neuronal 2, 
cysteine-sulfinate 
dprarhnyvlasFi 


5-hydroxytryptamine (serotonin) receptor 5B 


2969 


16119 


L16532 


q 


2\3 - Cyclic nucleotide 3- 
phosphodiesterase 


2\3'- Cyclic nucleotide 3-phosphodiesterase 


2992 


21053 


M15481 


qq 


Insulin-like growth factor I 


Insulin-like growth factor l 


3071 


6477 


NMJ)12559 


dd 


Fibrinogen, gamma polypeptide 


Fibrinogen, gamma polypeptide 


3073 


619 


NM_012565 


h, r, kk 


Glucokinase 


Glucokinase 


3076 


20744 


NM_012571 


e, II, oo 


Glutamic-oxaloacetic 
transaminase 1, soluble 
(aspartate aminotransferase, 
cvtosolic) see also D1Mqh12 


Glutamic-oxaloacetic transaminase 1, 
soluble (aspartate aminotransferase, 
cytosolic) see also D1Mgh12 


3087 


18746 


NM_012600 


gg. hh 


Malic enzyme 1 , soluble 


Malic enzyme 1, soluble 


3090 


9174 


NM_012612 


g 


Natriuretic peptide precursor A, 
(pronatriodilatin, also Anf, Pnd) 


Natriuretic peptide precursor A, 
(pronatriodilatin, also Anf, Pnd) 


3102 


16198 


NMJ)12663 


kk, tt 


Vesicle-associated membrane 
protein (synaptobrevin 2) 


Vesicle-associated membrane protein 
(synaptobrevin 2) 


3102 


16199 


NM_012663 


bb, kk 


Vesicle-associated membrane 
protein {synaptobrevin 2) 


Vesicle-associated membrane protein 
(synaptobrevin 2) 


3102 


16200 


NM_012663 


ii 


Vesicle-associated membrane 
protein (synaptobrevin 2) 


Vesicle-associated membrane protein 
(synaptobrevin 2) 


3119 


503 


NMJJ12704 


k 


Rat kidney prostaglandin EP3 
receptor 


Rat kidney prostaglandin EP3 receptor 


3121 


24545 


NM.012713 


s 


Protein kinase C beta 


Protein kinase C beta j 


3131 


1260 


NMJ312743 


d 


Hepatocyte nuclear factor 3 
beta 


Hepatocyte nuclear factor 3 beta 


3154 


11138 


NM_012839 


jj 


Cytochrome C, expressed in 
somatic tissues 


Cytochrome C, expressed in somatic tissues 


3162 


395 


NMJM2864 


V 


Matrix metalloproteinase 7 
(matrilysin) 


Matrix metalloproteinase 7 (matrilysin) 


3163 


4338 


NMJM2866 


II 


CCAAT binding factor of CBF- 
C/NFY-C 


CCAAT binding factor of CBF-C/NFY-C 


3188 


1720 


NMJH2943 


cc 


Distal-less homeobox 


Distal-less homeobox 


3205 


19391 


NM_012998 


t, y, mm 


Protein disulfide isomerase 
(Prolyl 4-hydroxylase, beta 
polypeptide) 


Protein disulfide isomerase (Prolyl 4- 
hydroxylase, beta polypeptide) 
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3205 . 


19392 


NM_012998 


J. gg, hh 


Protein disulfide isomerase 
(Prolyl 4-hydroxylase, beta 
polypeptide) 


Protein disulfide isomerase (Prolyl 4- 
hydroxylase, beta polypeptide) 


3205 


19393 


NM_012998 


gg, hh, ii 


Protein disulfide isomerase 
(Prolyl 4-hydroxylase, beta 
polypeptide) 


Protein disulfide isomerase (Prolyl 4- 
hydroxylase, beta polypeptide) 


3209 


23543 


NM_013013 


w,y 


Prosaposin (sulfated 
glycoprotein, sphingolipid 
hydrolase activator) 


Prosaposin (sulfated glycoprotein, . 
sphingolipid hydrolase activator) 


3209 


23544 


NM_013013 


c 


Prosaposin (sulfated 
glycoprotein, sphingolipid 
hydrolase activator) 


Prosaposin (sulfated glycoprotein, 
sphingolipid hydrolase activator) 


3211 


208 


NMJ13025 


vv 


Macrophage inflammatory . 
protein 1 alpha (Small inducible 
cytokine A3) 


Macrophage inflammatory protein 1 alpha 
(Small inducible cytokine A3) 


3233 


1583 


NMJ)13079 


a, m, s, 

General, 

dd 


Asparagine synthetase 


Asparagine synthetase 


3306 


910 


NMJM7059 


bb, ss 


Bcl2-associated X protein 


Bci2-associated X protein 


3306 


911 


NM_017059 


SS ' 


Bcl2-associated X protein 


Bcl2-associated X protein 


3306 


912 


NMJM7059 


qq 


Bcl2-associated X protein 


Bcl2-associated X protein 


3336 


20859 


NM_017144 


cc 


Troponin I 


Troponin! 


3357 


1541 


NMJM7193 


ee 


kynurenine aminotransferase II 


kynurenine aminotransferase II 


3364 


13938 


NMJM7212 


9 


microtubule-associated protein 
tau 


microtubule-associated protein tau 


3398 


12347 


NM_017290 


jj 


ATPase, Ca++ transporting, 
cardiac muscle, slow twitch 2 


ATPase, Ca++ transporting, cardiac muscle, 
slow twitch 2 


3398 


12348 


NM_017290 


ff,pp 


ATPase, Ca++ transporting, 
cardiac muscle, slow twitch 2 


ATPase, Ca++ transporting, cardiac muscle, 
slow twitch 2 


3398 


12349 


NM_017290 


I 


ATPase, Ca++ transporting, 
cardiac muscle, slow twitch 2 


ATPase, Ca++ transporting, cardiac muscle, 
slow twitch 2 


3459 


5661 


NM.019241 ■ 


u 


gap junction membrane channel 
protein beta 5 


gap junction membrane channel protein beta 
5 


3492 


1070 


NM_019368 


f,q,z 


blocked early in transport 1 
homolog (S.cerevisiae) - like 


blocked early in transport 1 homolog 
(S.cerevisiae) - like 


3497 


15680 


NMJM9376 


ii, II 


14-3-3 protein gamma-subtype 


14-3-3 protein gamma-subtype 


3508 


15911 


NMJM9907 


WW 


postsynaptic protein Cript 


postsynaptic protein Cript 


3516 


15335 


NMJ)21264 


General, . 
kk 


ribosomal protein L35a 


ribosomal protein L35a 


3540 


23151 


NM_022005 


e 


FXYD domain-containing ion 
transport regulator 6 


FXYD domain-containing ion transport 
regulator 6 


3585 


25681 


NM_022519 


r 


serine (or cysteine) proteinase 
inhibitor, clade A (alpha-1 
antiproteinase, antitrypsin), 
member 1 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha-1 antiproteinase, antitrypsin), 
member 1 


3585 


4212 


NM_022519 


e 


serine (or cysteine) proteinase 
inhibitor, clade A (alpha-1 
antiproteinase, antitrypsin), 
member 1 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha-1 antiproteinase, antitrypsin), 
member 1 
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3585 


4213 


NM.022519 


ee 


serine (or cysteine) proteinase 
inhibitor, clade A (alpha-1 
antiproteinase, antitrypsin), 
member 1 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha-1 antiproteinase, antitrypsin), 
member 1 


3590 


5666 


NM.022529 


r 


mitochondrial' ribosomal protein 
L23 


mitochondrial ribosomal protein L23 


3626 


58 


NM_022715 


nn 


major vault protein 


major vault protein 


3636 


18098 


NM_022947 


00 


suppressor of K+ transport 
defect 3 


suppressor of K+ transport defect 3 


3642 


15755 


NMJ322960 


k 


neutral solute channel 
aquaporin 9 


neutral solute channel aquaporin 9 


3703 


248 


NM_030998 


gg. hh 


anti-Mullerian hormone type 2 
receptor 


anti-Mullerian hormone type 2 receptor 


3720 


15805 


NM_031028 


g 


gamma-aminobutyric acid 
;GABA) B receptor, 1 


gamma-aminobutyric acid (GABA) B 
receptor, 1 


3720 


15807 


NMJ31028 


s 


gamma-aminobutyric acid 
(GABA) B receptor, 1 


gamma-aminobutyric acid (GABA) B 
receptor, 1 


3799 


24710 


NM.031512 


w 


Interleukin 1 beta 


Interleukin 1 beta 


3807 


4010 


NM_031543 


e,r 


Cytochrome P450, subfamily 
2e1 (ethanol-inducible) 


Cytochrome P450, subfamily 2e1 (ethanol- 
inducible) 


3807 


4011 


NM.031543 


j,w 


Cytochrome P450, subfamily 
2e1 (ethanol-inducible) 


Cytochrome P450, subfamily 2e1 (ethanol- 
inducible) 


3807 


4012 


NM_031543 


e, rr 


Cytochrome P450, subfamily 
2e1 (ethanol-inducible) 


Cytochrome P450, subfamily 2e1 (ethanol- 
inducible) 


3818 


1920 


NMJ331576 


c, cc 


P450 (cytochrome) 
oxidoreductase 


P450 (cytochrome) oxidoreductase 


3819 


939 


NMJ331577 


z 


growth hormone releasing 
hormone 


growth hormone releasing hormone 


3827 


14542 


NM.031596 


u 


squamous cell carcinoma 
antigen recognized by T-cells 


squamous cell carcinoma antigen 
recognized by T-cells 


3827 


14543 


NM_031596 


ii 


squamous cell carcinoma 
antigen recognized by T-cells 


squamous cell carcinoma antigen 
recognized by T-cells 


3843 


906 


NM.031633 


ss 


forkhead box M1 


forkhead box M1 


3848 


9427 


NM_031656 


c, kk 


syntaxin-like protein 3I35 


syntaxin-like protein 3135 


3848 


9428 


NMJ331656 


P 


syntaxin-like protein 3I35 


syntaxin-like protein 3135 


3850 


20467 


NM_031662 


r, ee 


calcium/calmodulin-dependent 
protein kinase kinase 1 , alpha 


calcium/calmodulin-dependent protein 
kinase kinase 1, alpha 


3852 


23656 


NMJ)31673 


bb 


calpainIO 


calpain 10 


3936 


17933 


NM_032615 


m, o f z, 

General, 

dd.rr 


membrane interacting protein of 
RGS16 


membrane interacting protein of RGS16 


3936 


17934 


NMJ)32615 


o, z, 

General, 
nn 


membrane interacting protein of 
RGS16 


membrane interacting protein of RGS16 


3936 


17935 


NM_032615 


o t s 


membrane interacting protein of 
RGS16 


membrane interacting protein of RGS16 


3991 


14380 


NMJ)53536 


tt 


Kruppel-like factor 15 (kidney) 


Kruppel-like factor 15 (kidney) 


4022 


13005 


NMJJ53623 


a 


fatty acid-Coenzyme A ligase, 
long chain 4 


fatty acid-Coenzyme A ligase, long chain 4 
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4052 ; 


3677 


NMJJ53798 j 


< 

i 

< 


3AC1 (supressorof actin 
nutations 1 , homo!og)-like (S. I 
serevisiae) 


SAC1 (supressorof actin mutations 1, 
iomolog)-like (S. cerevisiae) 


4058 


16311 


NM_053818 




glycine transporter 1 


glycine transporter 1 


4066 


20868 


NMJ353843 


/, XX 


: c receptor, IgG, low affinity II! 


Fc receptor, IgG, low affinity Hi 


4137 


132 


NMJ)80782 


l.tt 


cyclin-dependent kinase 
nhibitor 1A(P21) 


cyclin-dependent kinase inhibitor 1A (P21) 


4137 


133 


NM_080782 


3, II, SS 


cyclin-dependent kinase 
inhibitor 1 A (P21) 


cyclin-dependent kinase inhibitor 1 A (P21) 


4164 


17560 


NM_1 33283 


e, t, mm 


eukaryotic translation elongation 
factor 2, mitogen activated 
orotein kinase kinase 2 


mitogen activated protein kinase kinase 2 


4164 


17564 


NM_1 33283 


ff 


mitogen activated protein kinase 
kinase 2 


mitogen activated protein kinase kinase 2 


4164 


21848 


NM J 33283 




mitogen activated protein kinase 
kinase 2 


mitogen activated protein kinase kinase 2 


4164 


21849 


NM 133283 


ff 


mitogen activated protein kinase 
kinase 2 


mitogen activated protein kinase kinase 2 


4176 


10195 


NM J 33383 


w 


retinoid-inducible serine 
caroboxypetid ase 


retinoid-inducible serine caroboxypetidase 


4324 


1937 


R46934 


k 


amelogenin 


amelogenin 


4406 


21054 


X06107 


g,v 


Insulin-like growth factor 1 


Insulin-like growth factor I 


60 


2040 


AA799700 


w 


HMm:selenophosphate 
synthetase 2 


ESTs, Highly similar to SPS2.MOUSE 
Selenide,water dikinase 2 (Selenophosphate 
synthetase 2) (Selenium donor protein 2) 
rM.musculusl 


209 


12160 


AA818412 


°. qq 


cytochrome P450, 2b19 


cytochrome P450, 2b19 


495 


10936 


AA875146 


f 


HMm:ubiquitin conjugating 
enzyme 6 


ESTs, Highly similar to ubiquitin conjugating 
enzyme 6; Ubc6p homolog [Mus musculus] 
TM.musculusl 


590 


2107 


AA8920O6 


e 


HMm:ATPase, H+ transporting, 
lysosomal 70kD, V1 subunit A, 
isoform 1 


ESTs, Highly similar to VAA1__MOUSE 
Vacuolar ATP synthase catalytic subunit A, 
ubiquitous isoform (V-ATPase A subunit 1) . 
(Vacuolar proton pump alpha subunit 1) (V- 
ATPase 69 kDa subunit 1} rM.musculusl 


815 


3959 


AA901338 


z 


HMm:eukaryotic translation 
initiation factor 2, subunit 2 
(beta. 38kDa) 


ESTs, Highly similar to eukaryotic 
translation initiation factor 2, subunit 2 (beta, 
38kDa) fMus musculusl fM.muscuiusl 


1096 


2702 


AA957307 


U P,2, 

General, 
dd, ii, pp, 
qq, rr 


HMm:seryl-aminoacyMRNA 
synthetase 1 


ESTs, Highly similar to A41019 serine-tRNA 
ligase (EC 6.1.1.11) - mouse (fragment) 
[M.musculus] 


1517 


2108 


AI029960 


ee 


HMm:ATPase, H+ transporting, 
lysosomal 70kD, V1 subunit A, 
isoform 1 


ESTs, Highly similar to VAA1 J/IOUSE 
Vacuolar ATP synthase catalytic subunit A, 
ubiquitous isoform (V-ATPase A subunit 1) 
(Vacuolar proton pump alpha subunit 1) (V- 
ATPase 69 kDa subunit H IM.musculusl 
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2089 


17914 


AI169159 


I 


HMm:ATPase, H+ transporting, 
lysosomal 31kDa, V1 subunit E 


ESTs, Moderately similar to VATEJVIOUSE 
Vacuolar ATP synthase subunit E (V- 
ATPase E subunit) (Vacuolar proton pump E 
subunit) (V-ATPase 31 kDa subunit) (P31) 
rM.musculusl 


2312 


15588 


AI176916 


dd 


HMnr.phosphomannomutase 1 


ESTs, Highly similar to PMM1JVIOUSE 
Phosphomannomutase 1 (PMM 1) 
[M.musculusl 


2948 


12156 


K00996 


0 


cytochrome P450, 2b19 


cytochrome P450, 2b19 


2950 


12157 


K01721 


0 


cytochrome P450, 2b19 


cytochrome P450,2b1 9 | 


2968 


23897 


L15011 


g 


cortexin 


cortexin 


3178 


6107 


NM_012915 


b, General, 
gg. hh, uu 


ATPase inhibitor (rat 
mitochondrial 1F1 protein) 


ATPase inhibitor (rat mitochondrial IF1 
protein) 


3178 


6108 


NMJ)12915 


b, General, 
uu 


ATPase inhibitor (rat 
mitochondrial IF1 protein) 


ATPase inhibitor (rat mitochondrial IF1 
protein) 


3178 


6109 


NM_012915 


n 


ATPase inhibitor (rat 
mitochondrial IF1 protein) 


ATPase inhibitor (rat mitochondrial IF1 
protein) 


3196 


956 


NMJ)12976 


General 


Lectin, galactose binding, 
soluble 5 (Galectin-5), Lectin, 
galactose binding, soluble 9 
(Galectin-9) 


Lectin, galactose binding, soluble 9 (Gaiectin 
9) 


3197 


958 


NM_012977 


b.tt 


Lectin, galactose binding, 
soluble 9 (Galectin-9) 


Lectin, galactose binding, soluble 9 (Gaiectin 
9) 


3541 


20309 


NMJ)22175 


gg, hh 


Homeobox gene Pern 


Homeobox gene Pern 


3655 


504 


NMJ)24136 


X 


epididymal retinoic acid-binding 
protein 


epididymal retinoic acid-binding protein 


3796 


635 


NMJ31509 


w 


Glutathione-S-transferase, 
alpha type (Ya) 


Glutathione-S-transferase, alpha type (Ya) 


4312 


683 


NMJ47206 


ji 


HMmxytochrome P450, steroid 
inducible 3a13 


Rattus norvegicus cytochrome P45Q 3A9 j 
mRNA, complete cds \ 


5 


4439 


AA685175 


h, m, s, 
General 




ESTs, Moderately similar to ribosome 
binding protein 1 isofbrm mRRp61 [Mus 
muscuiusl rM.musculusl 


14 


19222 


AA799279 


d.U 

General 

PP 




ESTs, Highly similar to mitochondrial carrier 
homolog 2 [Mus musculus] [M.musculus] 


37 


15560 


AA799538 


z 




ESTs, Highly similar to SFR2J/IOUSE 
Splicing factor, arginine/serine-rich 2 
(Splicing factor SC35) (SC-35) (Splicing 
component, 35 kDa) (PR264 protein) 
fM.musculusl 


85 


21006 


AA799861 


rr 




ESTs, Highly similar to IRF7_MOUSE 
Interferon regulatory factor 7 (IRF-7) 
fM.musculusl 


85 


21007 


AA799861 


9 




ESTs, Highly similar to IRF7 J/IOUSE 
Interferon regulatory factor 7 (IRF-7) 
fM.musculusl 
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1U1 


4 con A 

15394 


AA800039 


2, II 




ESTs, Weakly similar to FAF1J/IOUSE FAS- 
associated factor 1 (FAF1 protein) 
[M.musculusl 


121 


24228 


AA800318 


00 




ESTs, Moderately similar to IC1JAOUSE 
Plasma protease C1 inhibitor precursor (C1 
Inh) (C1lnh) [M.musculusl 


147 


17648 


AA800735 


I 




ESTs, Weakly similar to VIL1 JVIOUSE Villin 
1 [M.musculus] 


147 


17649 


AA800735 


w, gg, hh 




ESTs, Weakly similar to VIL1JMOUSE Villin 
1 [M.musculus] 


174 


2425 


AA817722 


mm 




ESTs, Highly similar to CTN1JMOUSE 
Alpha- 1 catenin (102 kDacadherin- 
associated Drotein) fCAP102^ (Alnha F- 
catenin) rM.musculusl 


186 


11215 


AA817921 


XX " 




ESTs, Highly similar to ubiquitin-like 5 [Mus 
musculus] [M.musculus] 


191 


10623 


AA817987 ' 


c, f, n, v 


Sulfotransferase hydroxysteroid 
gene 2 


Sulfotransferase hydroxysteroid gene 2 


204 


6522 


AA818261 


c 




ESTs, Moderately similar to A4731 8 RNA- 
bindina protein Ralv- mouse TM musmlnsi 


222 


18868 


AA818759 


dd 




ESTs, Moderately similar to S12207 
hypothetical protein (B2 element) - mouse 
[M.musculusl 


233 


6132 


AA819055 


v, uu 




ESTs, Weakly similar to G35070 
apolipoprotein H-related protein 13G1 - 
mouse [M.musculusl 


249 


9987 


AA819502 


c 




ESTs, Weakly similar to ELL_MOUSE RNA 
POLYMERASE II ELONGATION FACTOR 
ELL (ELE VEN-N INETEEN LYSINE-RICH 
LEUKEMIA PROTEIN) [M.musculusl 


258 


6297 


AA819681 


General, 
uu 




ESTs, Highly similar to RIKEN.cDNA 

1 20001 4P03 [Mus musculusl [M.musculusl 


283 


16128 


AA848807 


I, r, nn 




ESTs, Highly similar to RIKEN cDNA 
2410017118 [Mus musculus] [M.musculusl 


307 


12129 


AA849966 


n 




ESTs, Moderately similar to Mpv17 
transgene, kidney disease mutant-like [Mus 
musculus] [M.musculusl 


319 


19621 


AA850634 


V 




ESTs, Moderately similar to S12207 
hypothetical protein (B2 element) - mouse 
[M.musculusl 


330 


8872 


M851050 


v. qq 


glutathione reductase 


glutathione reductase 


334 


15561 


AA851202 


II 




ESTs, Highly similar to SFR2_MOUSE 
Splicing factor, arginine/serine-rich 2 
(Splicing factor SC35) (SC-35) (Splicing 
component, 35 kDa) (PR264 protein) 
[M.musculusl 


337 


17699 


AA851233 


gg, hh 




ESTs, Highly similar to RIKEN cDNA 
4930548G07 [Mus musculusl [M.musculusl 
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371 


1801 


AA858636 


r, rr 




ESTs, Highly similar to mini chromosome 
maintenance deficient 7 (S. cerevisiae) [Mus 
musculus] fM.musculusl 


386 


18765 


AA859019 


a 




ESTs, Weakly similar to G35070 
apolipoprotein H-related proteifi 13G1 - 
mouse fM.musculusl 


398 


6464 


AA859401 


II 




ESTs, Highly similar to JC7321 N- 
acetylneuraminic add 9-phosphate synthase 
(EC 4.1.3.-) - mouse [M.musculus] 


419 


22670 


AA859750 


y 




ESTs, Weakly similar to ERFJMOUSE ETS- 
domain transcription factor ERF 
fM.musculusl 


421 


14213 


AA859827 


bb, dd.jj, 
oo, pp 




ESTs, Moderately similar to URK1_MOUSE 
URIDINE KINASE (URIDINE 
MONOPHOSPHOKINASE) [M.musculus] 


432 


19377 


AA859971 


I 




ESTs, Highly similar to RIKEN cDNA 
0610010112 [Mus musculus] [M.musculus] 


459 


9391 


AA866477 


d 




ESTs, Moderately similar to COXM J/IOUSE 
Cytochrome c oxidase polypeptide VI lb, 
mitochondrial precursor [M.musculus] 


476 


16241 


AA875019 


PP 




ESTs, Highly similar to ZAP3_MOUSE 
Nuclear protein ZAP3TM.musculus] 


487 


16416 


AA875098 


j, q, dd 




ESTs, Highly similar to RIKEN cDNA 
1110002023 [Mus musculus] [M.musculus] 


509 


18864 


AA875470 


u 




ESTs, Highly similar to COP9 (constitutive 
photomorphogenic) homolog, subunlt 7a 
(Arabidopsis thaliana); DNA segment, Chr 6, 
ERATO Doi 35, expressed; COP9 complex 
S7a; COP9 (constitutive photomorphogenic), 
subunit 7a (Arabidopsis) [Mus musculus] 
fM.musculusl 


515 


15558 


AA875537 


tt 




ESTs, Highly similar to SFR2_MOUSE 
Splicing factor, arginine/serine-rich 2 
(Splicing factor SC35) (SC-35) (Splicing . 
component, 35 kDa) (PR264 protein) 
fM.musculusl 


524 


15688 


AA875664 


X 




ESTs, Highly similar to mitochondria 
associated granulocyte macrophage CSF 
signaling molecule [Mus musculus] 
fM.musculusl 


526 


17057 


AA891049 


General 




ESTs, Highly similar to PFD2_MOUSE 
Prefoldin subunit 2 fM.musculusl 


531 


24814 


AA891209 


m 




ESTs, Highly similar to interleukin 25; 
lymphocyte antigen 6 complex, locus E 
liqand fMus musculusl fM.musculusl 
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574 


16602 


AA891864 


t, mm 


• 


ESTs, Highly similar to RIKEN cDNA 
2900054013 gene; nuclear ATP/GTP- 
jinding protein; Purkinje cell degeneration 
fMus musculusl fM.musculusl 


594 


6362 


AA892053 






ESTs, Highly similar to T42204 chromatin 
structural protein homolog Supt5hp - mouse 
fM musculusl 


628 


18150 


AA892422 


e 




ESTs, Moderately similar to RIKEN cDNA 
2410001P07; RIKEN cDNA 2410001 P07 
qene fMus musculusl fM.musculusl 


633 


1522 


M892486 


e it it uu 




ESTs, Weakly similar to A36690 sucrose 
alpha-glucosidase (EC 3.2.1 .48) - rat 
(fragment) [R.norvegicusl 


648 


18274 


AA892572 


bb 




ESTs, Highly similar to RIKEN cDNA 
1 1 1 0001 J03 [Mus musculus] [M.musculus] 


666 


20359 


AA892817 


f S 




EST Weaklv similar to S12207 hvDothetical 
protein (B2 element) - mouse [M.musculusl 


684 


11189 


AA892960 


ee 




ESTs, Highly similar to RIKEN cDNA 
1200011118 fMus musculus] [M.musculus] 


696 


19745 


AA893199 


t 




ESTs, Highly similar to RIKEN cDNA 
1500004D14 [Mus musculusl [M.musculusl 


701 


548 


AA893235 


C, WW, XX 




ESTs, Highly similar to G0S2_MOUSE 
Putative lymphocyte G0/G1 switch protein 2 
(G0S2-like protein) [M.musculusl 


720 


17698 


AA893596 


WW 




ESTs, Highly similar to RIKEN cDNA 
4930548G07 fMus musculusl [M.musculusl 


745 


3217 


AA894101 


Jj 




ESTs, Moderately similar to PNADJVIOUSE 
PROTEIN N-TERMINAL ASPARAGINE 
AMIDOHYDROLASE (PROTEIN NH2- 
TERMINAL ASPARAGINE DEAMIDASE) 
(NTN-AMIDASE) (PNAD) (PROTEIN NH2- 
TERMINAL ASPARAGINE 


764 


3910 


AA894345 


b, k, 1, cc 




ESTs, Weakly similar to 2021425A MAT1 
qene fMus musculus] [M.musculus] 


765 


18094 


AA899051 


IT 


SH-PTP2 protein tyrosine 
phosphatase, non-receptor type 
11 


SH-PTP2 protein tyrosine phosphatase, non- 
receptor type 11 


807 


22666 


AA900974 


r,y, kk 




ESTs, Highly similar to p34SEI-1; PHD zinc 
finger- and bromodomain-interacting protein 
1 fMus musculus] fM.musculusl 


840 


18434 


AA924413 


kk.tt 




ESTs, Moderately similar to hypothetical 
protein MNCb-0169 [Mus musculus] 
fM.musculusl 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 

No. ! 


Model 
Code 


Known Gene Name - 


Unigene Sequence Cluster Title 


843 


3631 


AA924460 


m 




ESTs, Weakly similar to PMC1_MOUSE 
Polymyositis/scleroderma autoantigen 1 
(Autoantigen PM/Scl 1) 
(Polymyositis/scleroderma autoantigen 75 
kDa) (PM/Scl-75) (P75 polymyositis- 
scleroderma overlap syndrome associated 
autoantigen) [M.musculusl 


864 


5073 


AA925061 


d 

• 




ESTs, Moderately similar to S20710 
hypothetical protein, 16K - mouse 
fM.musculus] 


916 


16909 


AA942704 


bb 




ESTs, Moderately similar to SUR2_MOUSE 
Surfeit locus protein 2 (Surf-2) [M.musculus] 


918 


6039 


AA942716 


nn 




ESTs, Highly similar to hematological and 
neurological expressed sequence 1 [Mus 
musculusl fM.musculusl 


976 


21581 


AA944828 


ff 




ESTs, Highly similar to RIKENcDNA 
2610524G07 [Mus musculus] [M.musculusl 


984 


22667 


AA945069 


r 




ESTs, Highly similar to p34SEM; PHD zinc 
finger- and bromodomain-interacting protein 
1 [Mus musculusl [M.musculusl 


1026 


12321 


AA946166 


d 




ESTs, Highly similar to RIKEN cDNA 
2410003C20 [Mus musculusl [M.musculusl 


1057 


15329 


AA955427 


k 




ESTs, Highly similar to LMA1_MOUSE 
Laminin alpha-1 chain precursor (Laminin A 
chain) fM.musculusl 


1060 


9984 


AA955536 


c 




ESTs, Weakly similar to ELLJWOUSE RNA 
POLYMERASE II ELONGATION FACTOR 
ELL (ELEVEN-NINETEEN LYSINE-RICH 
LEUKEMIA PROTEIN) fM.musculusl 


1060 


9985 


AA955536 


c 




ESTs, Weakly similar to ELLJVIOUSE RNA 
POLYMERASE II ELONGATION FACTOR 
ELL (ELEVEN-NINETEEN LYSINE-RICH 
LEUKEMIA PROTEIN) rM.musculusl 


1066 


23662 


AA955640 


ii 




ESTs, Highly similar to RIKEN cDNA ! 
2610002M06 [Mus musculusl fM.musculusl 


1088 


23805 


AA956558 


jj 




ESTs, Moderately similar to MTG8_MOUSE 
MTG8 protein [M.musculus] 


1123 


16603 


AA964059 


mm 




ESTs, Highly similar to RIKENcDNA 
2900054013 gene; nuclear ATP/GTP- 
binding protein; Purkinje cell degeneration 
TMus musculusl fM.musculusl 


1129 


12166 


AA964426 


e 




ESTs, Moderately similar to RIKEN cDNA 
2810433K01 [Mus musculusl [M.musculusl 


1155 


21008 


AA965186 


II 




ESTs, Highly similar to IRF7JAOUSE 
Interferon regulatory factor 7 (IRF-7) 
[M.musculusl 
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ID , I 

N0.' : 


3LGC ( 

D NO; t 

\ 
1 


SenBank P 
\cc. or ( 
?efSeq ID 

^0. 


/lodel ; 1 
Sode 


(nown Gene Name I 


Jnigene Sequence Cluster Title 

■ ::; , .>* ... | 


1177 ; 


#88 1 


\A997030 r 


T 


1 
i 


ESTs, Moderately similar to guanine 
lucleotide exchange factor (RCC1 related) 
Mus musculusl [M;musculusl 


1193 ; 


3269 i 


<\A997800 I 


( 


" 

■ 


ESTs, Moderately similar to T30249 cell 
Droliferation antigen Ki-67 - mouse 
[M.musculusl 


1203 : 


3357 i 


4A998078 i 






ESTs, Moderately similar to RalBPI 
associated Eps domain containing protein 
[Mus musculusl [M.musculusl 


1233 


3069 


AA998910 


SS 




ESTs, Highly similar to endoplasmic 
reticulum chaperone SIL1 homolog (S. 
cerevisiae) [Mus musculusl [M.musculusl 


1265 


23044 


AF034218 


s, kk, pp 


hyaluronidase 2 


hyaluronidase 2 


1298 


4740 


AI007847 


k 




ESTs, Weakly similar to S26689 hypothetical 
protein hd - mouse (fragment) 
[M.musculusl 


1340 


3464 


AI009589 


WW 




ESTs, Highly similar to RIKEN cDNA 
4921524J17 [Mus musculusl [M.musculus] 


1345 


994 


AI009693 


bb 




ESTs, Highly similar to RIKEN cDNA 
2310050K10 [Mus musculusl [M.musculusl 


1362 


6874 


AI010057 


g 




EST, Weakly similar to A26621 retrovirus- 
related endonuclease (EC 3.1.-.-) - mouse 
(fragment) [M.musculusl 


1378 


6943 


AI010637 


ss 




ESTs, Moderately similar to peptide N- 
glycanase; peptide:N-glycanase [Mus 
musculusl [M.musculusl 


1510 


2340. 


AI029499 . 


S, 00 




ESTs, Weakly similar to JC4524 aldehyde 
dehydrogenase (NAD(P)+) (EC 1.2.1.5) - rat 
[R.norveqicusl 


1511 


22469 


AI029506 


dd 




ESTs, Moderately similar to COG2_MOUSE 
Coatomer gamma-2 subunit (Gamma-2 coat 
protein) (Gamma-2 COP) [M.musculus] 


1561 


7916 


AI043855 


s,t 


sterol-C5-desaturase (fungal 
ERG3, delta-5-desaturase)-like 


sterol-C5-desaturase (fungal ERG3, delta-5- 
desaturase)-like 


1569 


9829 


AI044063 


X 




ESTs, Weakly similar to carcinoma related 
gene [Mus musculusl [M.musculusl 


1589 


24174 


AI044826 


gg. hh 




ESTs, Highly similar to CC45_MOUSE 
CDC45-related protein (PORC-PI-1) 
[M.musculusl 


1610 


19782 


AI045333 


r 




ESTs, Moderately similar to tumor necrosis 
factor induced protein 1 [Mus musculusl 
[M.musculusl 


1635 


23712 


AI045827 . 


h 




ESTs, Weakly similar to T00043 BH- 
protocadherin-a - mouse [M.musculusl 


1652 


10084 


AI058674 


s 




ESTs, Highly similar to MTR3_MOUSE 
Myotubularin-related protein 3 [M.musculus] 
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SEQ ( 
ID 1 

NO. i 


3LGC ( 

D NO : i 

I 

I 

■ 


SenBank .. r 
^cc. or • - I 
*efSeqlb 


i/lodel' \ 
Dode 


<nown Gene Name 1 

r ' -• • : * m -' -I- • 


Jnigene Sequence Cluster Title 


1682 ' 


14518 i 


M059477 ( 


39, hh 


• 


ESTs, Moderately similar to POL3 J/IOUSE 
Ketrovirus-reiatea kul poiyprotem 
[Endonuclease) [M.musculusl 


1726 


11821 


M070350 i 




- 


ESTs, Weakly similar to JC4667 TB2/DP1 
protein homolog - mouse [M.musculusl 


1747 




AI/V74 
h\\JI lZOl 


k \* l 

D, X ■ 


■ 


-oi s, Moaeiaieiy similar 10 n^/ uuu i\ 
qlypican precursor - mouse [M.musculus] 


1757 


16788 


AI071557 


i 


Orthodenticle (Drosophila) 
homolog 1 


Orthodenticle (Drosophila) homolog 1 


1765 


6521 


AI071688 


c, w 




ESTs, Moderately similar to A4731 8 RNA- ! 
Dinoing protein Kaiy - mouse jivi.rnuscuiusj 


1788 


9162 


AI072392 


jj 




ESTs, Highly similar to C2MS classical- 
complement-pathway Oo/oo convertase {to 
3.4.21 .43) C2 component precursor - mouse 
fM.musculusl 


1826 


23124 


AI100785 


y, nn 




ESTs, Highly similar to germ cell-less 
homolog (Drosophila) [Mus musculus] 
fM.musculusl 


1874 


19379 


AM 02711 






bo 1 s, Higniy similar to Kii\tN cuna 
0610010112 [Mus musculusl [M.musculus] 


1936 


7223 


An 04373 


X 




to l s, nigmy similar to rciixtiM cuimm 
2810428115 [Mus musculusl [M.musculus] 


1942 


5084 


AI1 04587 


z 




ESTs, Moderately similar to RIKEN cDNA 

A O A f\C\C\d A A A fft fit trs mi ir»/"n ■(■ 10I ffc^ mi lorn ill i o 1 

To lUUUoA14 [MUS mUSCUIUSj IM.mUSCUIUSJ 


1977 


2539 


All 11960 


y 


- 


ESTs, Weakly similar to FKB5_MOUSE 51 
KUa rl\oUo-Dinaing protein ^rr\DrD 1 ; 

(Peptidyl-prblyl cis-trans isomerase) 
(PPiase) (Rotamase) [M.musculusl 


1997 


11180 


AI1 13003 


00, w 




CCTe UinHIv cimilor ir\ nono rir»h ohictor ("*Q 

co 1 s, nigniy biiiuidi iu yyiic uoii oiupici, v^i? 
gene [Mus musculus] [M.musculus] 


2014 


16187 


AHooooo 


gg, nn 




-QTc Winhlv/ cimilar tri A^O*^ pndnihplial 

monocyte-activating protein II precursor - 
mouse [M.musculus] 


2015 


23851 


AH OCQO 

Allobobid 


V 




PQTq Minhl\/ (similar to rarrinnma rplateri 

gene [Mus musculus] [M.musculus] 


2027 


13129 


AI1 37413 


P 




ESTs, Weakly similar to T14318 ubiquitin- 

nrrtfoin ftnoco P*^_ialnhft . mmiCP 
piOieili Hyaot3 CO-alJJIlct NIUUou 

[M.musculus] 


2034 


1556 


AH37790 


XX 




R.norvegicus mRNA from Leydig cell 
hvnercalcemic tumour H-500 


2041 


22987 


AI1 38061 


s 




ESTs, Moderately similar to JC4761 
recombination activating gene 1 inducing 
protein - mouse [M.musculusl 


2052 


13190 


AI144981 


c 




ESTs, Weakly similar to Fas-activated 
serine/threonine kinase [Mus musculus] 
[M.musculusl 


2053 


23106 


AI145081 


WW 




ESTs, Highly similar to S56766 replication 
licensing factor MCM4 - mouse 
[M.musculusl 
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SEQ ( 
ID \ 
NO. 
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D NO./ 1 

: .= 1 
1 


BenBank f 
\cc.or ( 
fefSeq ID 
\lo. 


iflodel \ 


Cnown Gene Name ; I 


Jnigehe Sequence Cluster Title 


2068 ■ 


18522 i 


M145870 t 


,ff 


[ 


ESTs, Moderately similar to RIKEN cDNA 
1110025H10 fMus musculusl fM.musculus] 


2070 * 


13401 i 


M146008 | 




I 
1 


ESTs, Moderately similar to S12207 
lypothetical protein (B2 element) - mouse 
[M.musculusl 


2075 


14519 j 


M168947 1 


tt 




ESTs, Moderately similar to POL3_MOUSE 
Retrovirus-related POL polyprotein 
(Endonuclease) fM.musculusl 


2083 


5683 


AI169034 


P 


DEAD/H (Asp-Glu-Ala-Asp/His) 
box polypeptide 20, 103kD 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 20, 103kD 


2087 


6392 


AI169154 


q 




ESTs, Weakly similar to SSXTJVIOUSE ; 
SSXT protein (SYT protein) (Synovial 
sarcoma associated Ss18-alpha) 
[M.musculusl 


2093 


2607 


AI169211 


c 




ESTs, Highly similar to A47318 RNA-binding 
protein Raly - mouse [M.musculus] 


2095 


806 


AI169231 


r 




ESTs, Highly similar to G33_RAT GENE 33 
POLYPEPTIDE [R.norvegicus] 


2110 


15665 


AI1 69611 


1 




ESTs, Moderately similar to steroid receptor 
RNA activator 1 [Mus musculus] 
fM.musculusl 


2113 


20466 


AI1 69735 


h 




Rat cytochrome P4501IB3 (P4501IB 
subfamily) mRNA, complete cds 


2115 


804 


AI1 69756 


n, r, ee 




ESTs, Highly similar to G33_RAT GENE 33 
POLYPEPTIDE IR.norvegicus] 


2125 


4368 


AI170265 


XX 




ESTs, Highly similar to RIKEN cDNA 
17O00O6CO6 [Mus musculus] IM.musculus] 


2176 


21698 


AI171574 


tt 




ESTs, Highly similar to RNA and export 
factor binding protein 1; Tcra enhancer- 
binding factor interacting protein 1 [Mus 
musculusl [M.musculusl 


2187 


10087 


AI171803 


w, 

General, 
uu 


methylmalonate semialdehyde 
dehydrogenase gene 


methylmalonate semialdehyde 
dehydrogenase gene 


2191. 


22239 


AI171982 


qq 




ESTs, Moderately similar to I48672 p8 
MTCP-1 - mouse [M.musculusl 


2201 


5080 


A1172106 


qq 




ESTs, Highly similar to cDNA sequence 
AB028863; Mmrp19 [Mus musculus] 
fM.musculusl 


2214 


15382 


AI172302 


IT 




ESTs, Weakly similar to S43056 hypothetical 
protein - mouse fM.musculus] 


2223 


5044 


AI172572 


m 




ESTs, Moderately similar to expressed 
sequence tag mouse EST 12 [Mus 
musculusl [M.musculus] 


2254 


22451 


AI1 75992 


d,t 




ESTs, Highly similar to beta-catenin- 
interacting protein ICAT [Mus musculus] 
[M.musculusl 



BNSDOCID: <WO 03065993A2J_> 



WO 03/065993 PCT/US03/03482 



185 



TABLE 1 : « v Attorney Docket No; 44921 -511 3W0 

+ ^ r Document No. 1926271.2 


SEO 

ID 
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Unigene Sequence Cluster Title : ; \ ■ 


2329 


21279 


AI1 77356 


bb 




ESTs, Highly similar to mitochondrial 
ribosomal protein 64 [Mus musculus] 
M.musculusl 


2332 


18095 


AI177482 


rr 


SH-PTP2 protein tyrosine 
phosphatase, non-receptor type 
11 


SH-PTP2 protein tyrosine phosphatase, non- 
receptor type 1 1 


2344 


22249 


AI177809 


I 


zyxin 


zyxin 


2412 


12011 


AI179380 


00 




ESTs, Highly similar to open reading frame 
12 [Mus musculus] [M.musculus] 


2413 


19783 


AM 79388 . 


y 




ESTs, Highly similar to RIKEN cDNA 
0610040D20 [Mus musculus] [M.musculus] 


2422 


23515 


AI1 79498 


i 




ESTs, Highly similar to SEC23B (S. 
cerevisiae) [Mus musculusl [M.musculusl 


2430 


17865 


A11 79636 


ss 




ESTs, Highly similar to RIKEN cDNA 
0610009B22 [Mus musculus] [M.musculus] 


2448 


17089 


AI1 80281 


h 




ESTs, Moderately similar to JC4978 
oxidative stress protein A170 - mouse 
IMmuscuIus] 


2485 


21898 


AI228595 


ss 




ESTs, Moderately similar to CN07_MOUSE 
CCR4-NOT transcription complex, subunit7 
(CCR4-associated factor 1) (CAF1) 
[M.musculusl 


2494 


15873 


AI228798 


PP 




ESTs, Weakly similar to 152657 seizure- 
related protein SEZ-6 precursor - mouse 
[M.musculusl 


2497 


23824 


AI229059 


h, q, x, dd 




ESTs, Moderately similar to retinoic acid 
induced 1 2; Clone 1 3u [Mus musculus] 
[M.musculusl 


2499 


5143 


AI229087 


s 




ESTs, Highly-similar to TPS1_MOUSE 
Protein-tyrosine sulfotransferase 1 
(Tyrosylprotein sulfotransferase-1) (TPST-1) 
fM.musculus] 


2501 


19063 


AI229166 


nn 




ESTs, Highly similar to mitochondrial 
ribosomal protein S14; 1810032L21Rik [Mus 
musculusl [M.musculusl 


2514 


21237 


AI229430 


cc 




Rattus norvegicus Tclone4 mRNA 


2534 


18088 


AI230199 


XX 




ESTs, Weakly similar to POL3_MOUSE 
Retrovirus-related POL polyprotein 
(Endonuclease) [M.musculusl 


2550 


14388 


AI230702 


q, bb 




ESTs, Highly similar to hematological and 
neurological expressed sequence 1 [Mus 
musculusl [M.musculus] 


2559 


19765 


AI230945 


j.bb 




ESTs, Highly similar to synbindin; syndecan 
binding protein 2 [Mus musculus] 
[M.musculusl 


2585 


2339 


AI231798 


X 




ESTs, Highly similar to T-complex 
expressed gene 2 [Mus musculus] 
fM.musculus] 
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Known Gene Name i 


Unigene Sequence Cluster Title 


2614 


14521 


AI232350 


m 




ESTs, Moderately similar to POL3_MOUSE 
Retrovirus-related POL poiyprotein 
i Endonuclease) fM.musculusl 


2629 


21664 


AI232734 


kk 




ESTs, Highly similar to DD1 5JVJOUSE 
Putative pre-mRNA splicing factor RNA 
helicase (DEAH box protein 15) 
M.musculusl 


2675 


15085 


AI233829 


x, ff, ii 


P11 protein 


P11 protein 


2710 


22805 


AI235403 


V 




ESTs, Highly similar to adaptor-related 
protein complex AP-3, delta subunit [Mus 
musculusl fM.musculusl 


2721 


15200 


AI235736 


e 




ESTs, Moderately similar to CD34JVIOUSE 
Hematopoietic progenitor cell antigen CD34 
precursor [M.musculus] ! 


2734 


15467 


AI236106 


jj 




ESTs, Moderately similar to S15785 heat- 
stable antigen-related hypothetical protein 
HSA-C - mouse rM.musculusl 


2756 


20992 


AI236719 


k 




ESTs, Highly similar to N-acetylg!ucosamine 
kinase; GlcNAc kinase [Mus musculus] 
rM.musculusl 


2758 


16609 


AI236748 


DD 

rr 




ESTs, Moderately similar to CENB_MOUSE 
MAJOR CENTROMERE AUTOANTIGEN B 
(CENTROMERE PROTEIN B) (CENP-B) 
fM musculusl 


2776 


16063 


AI237314 


q 




ESTs, Highly similar to zinc finger like 
protein 1 [Mus musculus] [M.musculus] 


2802 


20000 


AI638989 


j 




ESTs, Moderately similar to T14273 zinc 
finger protein 106 - mouse [M.musculusl 


2815 


10071 


AI639058 


y, xx 




ESTs, Highly similar to Nedd4 WW bindirig# 
protein 4; Nedd4 WW-binding protein 4 [Mus 
musculusl [M.musculusl 


2819 


5545 


AI639117 


h, cc, ii, w 




ESTs, Highly similar to CFAB.MOUSE 
Complement factor B precursor (C3/C5 
convertase) [M.musculusl 


2912 


11358 


H31610 


oo, pp 




ESTs, Highly similar to JW0059 mtprd 
protein - mouse [M.musculus] 


2936 


18281 


H33459 


ss 




ESTs, Highly similar to SWI/SNF related, 
matrix associated, actin dependent regulator 
of chromatin, subfamily b, member 1 ; 
integrase interactor 1 [Mus musculus] 
rM.musculusl 


2944 


16256 


J02861 


dd.rr 


cytochrome P450 2c13, 
cytochrome P450, 2c38 . 


cytochrome P450 2c13, cytochrome P450, 
2c38 


2951 


17270 


K02111 


jj 




Rat embryonic myosin heavy chain gene, 
partial 5' region, mRNA ' 


2996 


20464 


M20406 


I, v, vv 




Rat cytochrome P450IIB3 (P450IIB 
subfamily) mRNA. complete cds 
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3012 


16305 


M33312 


o, General 


Cytochrome P450 IIA1 (hepatic 
steroid hydroxylase IIA1) gene 


Cytochrome P450 IIA1 (hepatic steroid 
hydroxylase 1 1 A1) gene 


3033 


16255 


M82855 


9. dd 


cytochrome P450 2c13, 
cytochrome P450. 2c38 


cytochrome P450 2c13, cytochrome P450, 
2c38 


3070 


16895 


NMJM2558 


a, cc, gg, 
hh, ss, uu 


Fructose-1 ,6- biphosphatase 


Fructose-1 ,6- biphosphatase 


3107 


945RQ 




H Iris 


Serine protease inhibitor, kanzal 
type 1/ Trypsin inhibitor-like 
protein, pancreatic 


Serine protease inhibitor, kanzal type 1/ 
Trypsin inhibitor-like protein, pancreatic 


3113 


16306 


NM_012692 


UU 


Cytochrome P450 IIA1 (hepatic 
steroid hydroxylase II A1) gene, 
Cytochrome P450 IIA2 


Cytochrome P450 IIA1 (hepatic steroid 
hydroxylase IIA1) gene, Cytochrome P450 
IIA2 


3114 


24707 


NM_012693 


c, r,s 


Cytochrome P450 IIA2 


Cytochrome P450 NA2 


1115 

Oils) 


10R99 


mm mofSGK 
iNivi un ^oyo 


f,n 


Sulfotransferase hydroxysteroid 
gene 2 


Sulfotransferase hydroxysteroid gene 2 


3115 


10624 


NM_012695 


n, xx 


Sulfotransferase hydroxysteroid 
gene 2 


Sulfotransferase hydroxysteroid gene 2 


3115 


10625 


NMJ)12695 


k, n, ii 


Sulfotransferase hydroxysteroid 
gene 2 


Sulfotransferase hydroxysteroid gene 2 






!nivi_u i zoyo 


f 
i 


Sulfotransferase hydroxysteroid 
gene 2 


Sulfotransferase hydroxysteroid gene 2 


3150 


21350 


NM_012823 


a 


AnnexinA3 


Annexin A3 


3235 


357 


NM_013086 


w 


CAMP responsive element 
modulator 


CAMP responsive element modulator 


1917 


1 OUcJO 


l\IVI_U 1 OUOO 


IT 


SH-PTP2 protein tyrosine 
phosphatase, non-receptor type 
11 


SH-PTP2 protein tyrosine phosphatase, non- 
receptor type 11 ! 


3259 


200 


NMJ13161 




Pancreatic lipase 


Pancreatic lipase 


19fi1 


9019 


MM 011171 


r 


Solute carrier family 1 1 member 
2 (natural resistance-associated 
macrophage protein 2) 


Solute carrier family 1 1 member 2 (natural 
resistance-associated macrophage protein 
2) 


3263 


2013 


NM_013173 


r 


Solute carrier family 11 member 
2 (natural resistance-associated 
macrophage protein 2) 


Solute carrier family 11 member 2 (natural 
resistance-associated macrophage protein 
2) 


3307 


18971 


MM fl17flfin 

INIVI, \J 1 f uuu 


M\ 




ESTs, Moderately similar to S14234 
hypothetical protein - mouse [M.musculusl 


3366 


21903 


NM.017220 


SS 


cytochrome P450, 2c37 


cytochrome P450, 2c37 


3388 


20914 


NM_017272 


, 0, V, w 


aldehyde dehydrogenase family 
1, subfamily A4 


aldehvde riphvfimnpna^p familv 1 cnhfamilu 

ujuvsi ijut? ucuyunjy ci laoc lailliiy I, oUUIdtlllly 

A4 


3416 


16148 


NMJ)17340 


o, y, ]j, ss, 

XX 


acyl-coA oxidase 


acyl-coA oxidase 


3416 


16150 


NM_017340 


o.jj 


acyl-coA oxidase 


acyl-coA oxidase 


3443 


1173 


NM_019184 


,rr 


Cytochrome P450, subfamily HC 
mephenytoin 4-hydroxyiase) 


Cytochrome P450, subfamily HC 
(mephenytoin 4-hydroxylase) 
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SEQ 

ID 

NO. 
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No. 


Model 
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Unigene Sequence Cluster Title 


3443 


1174 


NM_019184 


rr 


Cytochrome P450, subfamily IIC 
(mephenytoin 4-hydroxy!ase) 


Cytochrome P450, subfamily IIC 
(mephenytoin 4-hydroxylase) 


3480 


20553 


NMJ19293 


I.P 




ESTs, Moderately similar to S12207 
hypothetical protein (B2 element) - mouse 
fM.musculus] 


3499 


18032 


NIVL019380 


w 


stromal cell derived factor 
receptor 1 


stromal cell derived factor receptor 1 


3554 


43 


NM_022287 


General, 
dd, ff, rr 


sulfate anion transporter 


sulfate anion transporter 


3603 


21072 


NM_022601 


k 


pyridoxine 5-phosphate oxidase 


pyridoxine 5'-phosphate oxidase 


3605 


21203 


NM_022606 


u 


protein phosphatase 2C 


protein phosphatase 2C 


3605 


21204 


NM_022606 


u 


protein phosphatase 2C 


protein phosphatase 2C 


3607 


5336 


NMJ)22631 


V 




ESTs, Highly similar to synembryn [Mus 
musculus] [M.musculusl 


3629 


23606 


NM_022867 


ii 


microtubule-associated proteins 
1A/1B light chain 3 


microtubule-associated proteins 1A/1B light 
chain 3 


3629 


23608 


NM_022867 


II 


microtubule-associated proteins 
1A/1B light chain 3 


microtubule-associated proteins 1A/1B light 
chain 3 ! 


3644 


17486 


NMJ323092 


g,cc 


unconventional myosin Myr2 1 
heavy chain 


unconventional myosin Myr2 1 heavy chain 


3644 


17487 


NMJ323092 


mm 


unconventional myosin Myr2 1 
heavy chain 


unconventional myosin Myr2 1 heavy chain 


3677 


2811 


NM_024386 


Ii 


3-hydroxy-3-methylglutaryl CoA 
lyase 


3-hydroxy-3-methyiglutaryl CoA lyase 


3677 


2812 


NM_024386 


rr 


3-hydroxy-3-methylglutaryl CoA 
lyase 


3-hydroxy-3-methylglutaryl CoA lyase 


36// 


2813 


NM_024386 


o, ii 


3-hydroxy-3-methylglutaryl CoA 
lyase 


3-hydroxy-3-4iiethylglutaryl CoA lyase 


3684 


16141 


NM_024405 


nn 


GSK-3beta interacting protein 
rAxin 


GSK-3beta interacting protein rAxin 


3691 


4057 


NMJ30844 


u 


islet cell autoantigen 1, 69 kDa 


islet cell autoantigen 1, 69 kDa 


3/14 


485 


NMJ)31017 


c 


cAMP response element binding 
protein 1 


cAMP response element binding protein 1 . 


3732 


17269 


NMJ331057 


General, 
kk 


methylmaionate semialdehyde 
dehydrogenase gene 


methylmaionate semialdehyde 
dehydrogenase gene 


3741 


1403 


NM 031087 


ii 


presenilin-2 


presenilin-2 


3743 


1175 


NMJ331093 


X, XX 


Cytochrome P450, subfamily IIC 
(mephenytoin 4-hydroxylase) 


Cytochrome P450, subfamily IIC 
(mephenytoin 4-hydroxylase) 


3774 


15238 


NM_031153 


I 


shank-interacting protein 


shank-interactinq protein 


3778 


8149 


NM_031242 


ii 


CDP-diacylglycerol synthase 
(phosphatidate 
cytidyivltransferase) 1 


CDP-diacylglycerol synthase (phosphatidate 
cytidylyltransferase) 1 


3789 


23358 


NM_031342 


rr 


lysophospholipase II 


lysophospholipase II 


3825 


15803 


NMJJ31593 


bb 


synaptic vesicle protein 2C 


synaptic vesicle protein 2C 
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SEQ ( 

ID 

NO. 


3LGC 

D> NOi, 


SenBank 
kcc. or . 
RefSeq ID 
No. 


Mode! I 

Code, 


Known Gene Name " , 

': • /' . ■ 1 


Unigene Sequence Cluste r Title 


3890 


21646 


NM_031781 


General, I) 


amyloid beta (A4) precursor 
protein-binding, family A, 
member 3 (X1 Mike 2) 


amyloid beta (A4) precursor protein-binding, 
family A, member 3 (X1 1 -like 2) 


3894 


15794 


NM_031796 


qq 


UDP-GalNAc:polypeptide N- 

acetylgalactosaminyltransferase 

T5 


UDP-GalNAc:poiypeptide N- 
acetylgalactosaminyltransferase T5 


3900 


15759 


NM.031815 


kk 


activin beta E 


activin beta E 


3905 


7914 


NM_031835 


b, h, 1, 

General, 

nn 


beta-alanine-pyruvate 
aminotransferase 


beta-aianine-pyruvate aminotransferase 


3938 


21102 


NM_033021 


q 


vesicle associated protein 


vesicle associated protein 


3938 


21103 


NM 033021 


q,x 


vesicle associated protein 


vesicle associated protein 


3975 


23338 


NMJ)53416 


h, rr 


double-stranded RNA-binding 
protein p74 


double-stranded RNA-binding protein p74 


3979 


14621 


NM.053437 


o, ss 


diacylglycerol acyltransferase 


diacylglycerol acyltransferase 


4006 


21534 


NM.053588 


f 


Trifgene 


Trif gene 


4015 


1126 


NM_053605 


v, y, oo 


sphingomyelin 

phosphodiesterase 3, neutral 


sphingomyelin phosphodiesterase 3, neutral 


4023 


15777 


NM.053630 


V 


potassium voltage-gated 
channel, subfamily H (eag- 
related), member 4 


potassium voltage-gated channel, subfamily 
H (eag-related), member 4 


4057 


15103 


NM_053814 


l.bb 


Rho interacting protein 3 


Rho interacting protein 3 


4081 


17090 


NM_053906 


t,mm 


glutathione reductase 


glutathione reductase 


4081 


17091 


NM 053906 


qq 


glutathione reductase 


glutathione reductase 


4119 


968 


NMJJ57133 


1. v, bb 


nuclear receptor subfamily 0, 
group B, member 2 


nuclear receptor subfamily 0, group B, 
member 2 


4171 


4956 


NMJ33315 


n 


solute carrier family 39 (iron- 
regulated transporter), member 
1 


solute carrier family 39 (iron-regulated 
transporter), member 1 


4171 


4957 


NMJ33315 


f, n, y, 11 


solute carrier family 39 (iron- 
regulated transporter), member 
1 


solute carrier family 39 (iron-regulated 
transporter), member 1 


4177 


21576 


NM J 33398 


00 


LYRIC 


LYRIC 


4187 


11483 


NM_1 33546 


f,n, 

General, 
kk 


myeloid differentiation primary 
response gene 116 


myeloid differentiation primary response 
gene 116 


4187 


18043 


NM_1 33546 


w.z, 

General, 

kk.tt 


myeloid differentiation primary 
response gene 116 


myeloid differentiation primary response 
gene 116 


4188 


13968 


NM J 33553 


kk 


UDP-Gal:betaGlcNAc beta 1 ,3- 
galactosyltransferase, 
polypeptide 4 


UDP-Gal:betaGlcNAc beta 1 ,3- 
gaiactosyltransferase, polypeptide 4 


4188 


13969 


NMJ33553 


e 


UDP-Gal:betaGlcNAc beta 1 ,3- 
galactosyltransferase, 
polypeptide 4 


UDP-Gal:betaGlcNAc beta 1 ,3- 
galactosyltransferase, polypeptide 4 


4190 


17886 


NM J 33561 


t, gg, hh 


brain protein 44-like 


brain protein 44-like 


4190 


17887 


NM J 33561 


q 


brain protein 44-like 


brain protein 44-like 


4220 


4849 


NM_134415 


h.v 


CDK105 protein 


CDK105 protein 
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SEQ 
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Uhigene Sequence Cluster Title 


4236 


48 


NM_1 38547 


b 


3-alpha-hydroxysteroid 
dehydrogenase 


3-alpha-hydroxysteroid dehydrogenase 


4236 


25475 


NMJ 38547 


b 


3-alpha-hydroxysteroid 
dehydrogenase 


3-alpha-hydroxysteroid dehydrogenase 


4246 


9796 


NM J 38847 


f.q 


Saccharomyces cerevisiae 
Nip7p homolog 


Saccharomyces cerevisiae Nip7p homolog 


4248 


11435 


NM_1 38865 


tt 


testis specific protein 


testis specific protein 


4282 


11502 


NM_1 39255 


l p. q. y» 

ww ! 


RDCR-0918-3 protein 


RDCR-0918-3 protein 


4314 


23070 


NMJ48891 


m, 

General, 
ee t oo 




ESTs, Highly similar to NMT1_MOUSE 
GIvcvlneDtide N-tetradecanovltransferase 1 
(Peptide N-myristoyltransferase 1) (Myristoyl 

CoA'nrofpin N-rnvrfctnvitrflnQfprfl^p 1^ fNMT 

1) (Type I N-myristoyltransferase) 

riWI mncptihicl 

I IVI.I liUOV/UIUol 


4319 


17995 


NMJ 5331 2 


e,j 




Rattus norvegicus Sprague Dawley 
testosterone 6-beta-hydroxylase, 
cytochrome P450/6-beta-A f (CYP3A2) 
mRNA, complete cds 


4359 


15462 


U06230 


ii 


protein S 


protein S 


4362 


17281 


U10697 


j, x t dd, it 


carboxylesterase 1 


carboxylesterase 1 


4372 


18302 


U33500 


n, tt 




Rattus norvegicus retinol dehydrogenase 
type II mRNA, complete cds 


4374 


212 


U36895 


cc 




Rattus norvegicus putative pheromone 
receptor VN3 mRNA, complete cds 


4435 


15106 


X57529 


V 




ESTs, Highly similar to RS18JHUMAN 40S 
ribosomal protein S18 (KE-3) (KE3) 
[R.norvegicus1 


4457 


436 


X67877 


pp 




R.norvegicus mRNA for cytosolic 
resiniferatoxin-binding protein 


4479 


25777 


Y08355 


h.l, 

General, 

UU, XX 


oxidative stress induced 


oxidative stress induced 


1940 


23574 


AH 04520 


li 


Cytochrome c oxidase subunit 
Via (liver) 


Cytochrome c oxidase subunit Via (liver) 


2592 


573 


AI232087 


hj, m, qq 


hydroxyacid oxidase 3 (medium- 
chain) 


hydroxyacid oxidase 3 (medium-chain) 


2926 


21011 


H32189 


nn 


Glutathione-S-transferase, mu 
type 2 (Yb2) 


Glutathione-S-transferase, mu type 2 (Yb2) 


2942 


21012 


J02592 


b, I, 

General, 
gg, hh, kk, 
II 


Glutathione-S-transferase, mu 
type2(Yb2) 


Glutathione-S-transferase, mu type 2 (Yb2) 


2945 


21014 


J03914 


b, I, o, x, 
General, II, 
rr 


Glutathione-S-transferase, mu 
type2(Yb2) 


Glutathione-S-transferase, mu type 2 (Yb2) 


3025 


19823 


M61725 


00 


Transcription factor UBF 


Transcription factor UBF 


3181 


2830 


NM_012925 


I. -P. nn 


CD59 antigen 


CD59 antigen 
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SEQ < 
ID I 
NO. 


3LGC < 
D NO. i 
I 


3enBank I 
\cc. or . < 
RefSeq ID 
Mo. 


vlodel 1 
Zode 


<nown Gene Name . 1 


Jnigene oequence Vrfiusier i me 

.■ * • ■ f 


3293 ! 


21013 


NJM_017014 ( 


X 


Slutathione-S-transferase, mu 
type 2 (Yb2) 


Glutathione-S-transferase, mu type 2 (Yb2) 


3293 


21015 


NMJM7014 


s, cc 


Glutathione-S-transferase, mu 
type2(Yb2) 


Glutathione-S-transferase, mu type 2 (Yb2) 


3342 


21975 


NM 017154 




xanthine dehydrogenase 


xanthine dehydrogenase 


3436 


24362 


NM.019156 


a 


vitronectin 


vitronectin j 


3470 


21443 


NM_019262 


nn 


complement component 1, q 
subcomponent beta 
polypeptide 


complement component 1, q subcomponent, 
beta polypeptide 


3515 


20816 


NMJ321261 


e, ii, II 


thymosin, beta 10 


thymosin, beta 10 


3627 


180 


NM_022853 


s 


solute carrier family 30 (zinc 
transporter), member 1 


solute carrier family 30 (zinc transporter), 
member 1 


3666 


844 


NMJ324352 


h, 1, n, uu 


Macrophage stimulating 1 
(hepatocyte growth factor-like) 


Macrophage stimulating 1 (hepatocyte 
growth factor-like) 


3687 


862 


NM_024487 


w 


GrpE-like 1, mitochondrial 


GrpE-like 1, mitochondrial 


3872 


3548 


NMJ)31723 


U, WW 


signal peptidase complex 
(18kD) 


signal peptidase complex (18kD) 


3872 


3549 


NMJ)31723 


r.tt 


signal peptidase complex 
(18kD) 


signal peptidase complex (18kD) 


3912 


16535 


NM_031853 


bb 


Diazepam binding inhibitor 
(GABA receptor modulator, acyl- 
Coenxyme A binding protein) 


Diazepam binding inhibitor (GABA receptor 
modulator, acyl-Coenxyme A binding 
protein) 


4042 


18174 


NMJ)53752 


0 


succinate-CoA ligase, GDP- 
forming, alpha subunit 


succinate-CoA ligase, GDP-forming, alpha 
subunit 


4264 


15134 


NM J 39081 


c 


Ornithine decarboxylase 
antizyme 1 


ESTs, Highly similar to OAZJW Ornithine 
decarboxylase antizyme (ODC-Az) 
rR.norveqicus] 


226 


4877 


AA818887 


nn 




Rattus norvegicus MHC class 1 mRNA, 
complete cds 


545 


13307 


AA891576 


d 




ESTs, Weakly similar to S49158 
complement protein C1q beta chain 
precursor - rat fR.norveaicusl 


844 


15577 


AA924557 


P 




ESTs, Highly similar to vesicle-associated 
calmodulin-bmding protein [Rattus 
norvegicusl [R.norvegicusl 


871 


5110 


AA925274 


ii 




ESTs, Highly similar to OKRT2R protein 
Kinase (to z./. i.o/j, GAMr-aepenueni, type 
ll-alpha regulatory chain - rat (fragment) 
Rnorveqicusl 


1559 


7912 


AI043836 


00 




ESTs, Weakly similar to S53340 CD59 
protein - rat [R.norvegicus] 


1852 


11636 


AI101967 


r 


amyotrophic lateral sclerosis 2 
(juvenile) chromosome region, 
candidate 3 


amyotrophic lateral sclerosis 2 (juvenile) 
chromosome region, candidate 3 
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SEQ ( 
ID I 
NO. 
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BenBank I 
tec. or ( 
tefSeqID 

NlO. 


rtodel \ 
)ode 1 


(riown Gene Name I 


Jnigene Sequence Cluster Title 


2019 ' 


13717 i 


\I137131 I 


1 


E 
f 

t 


ESTs, Moderately similar to S21976 
)robable RNA-directed DNA polymerase 
EC 2.7.7.49) (clone MH2C) - rat 
•etrotransposon L1 (fragment) i 
R.norveaicusl 


2082 


11961 i 


M1 69030 


i 




ESTs, Weakly similar to GrpE-like 1 , j 
-nitochondrial; stress-inducible chaperone mt 
GrpE#1 [Rattus norvegicus] [R.norvegicus] 


2126 


3547 


AI170279 


dd 




ESTs, Weakly similar to S54303 zinc 
transport protein ZnT-1 - rat [R.norvegicus] 


2202 


15673 


AI172107 


ss 


s'rtuin 2 (silent mating type 
information regulation 2, 
homoioq) 2 (S. cerevisiae) 


sirtuin 2 (silent mating type information 
regulation 2, homolog) 2 (S. cerevisiae) 


2^22 


13310 


AI177119 


i ii 




ESTs, Weakly similar to S49158 
complement protein C1q beta chain 
precursor - rat fR.norvegicusl 


2702 


14923 


AI235223 


nn 




ESTs, Weakly similar to A60716 
somatotropin intron-related protein RDE.25 - 
rat (fraqment) [R.norveqicusl 


2859 


19943 


AI639479 


qq 




ESTs, Highly similar to 20081 47A protein 
RAKb [Rattus norveqicusl [R.norvegicus] 


2893 


15671 


D37934 


uu 


sirtuin 2 (silent mating type 
information regulation 2, 
hornolocrt 2 (S. cerevisiae) 


sirtuin 2 (silent mating type information 
regulation 2, homolog) 2 (S. cerevisiae) 


3099 


14924 


NM_012645 


h, ii 


RT1 class lb gene 


ESTs, Weakly similar to A60716 
somatotropin intron-related protein RDE.25 - 
rat (fragment) [R.norvegicus], RT1 class lb 
aene ~ ' " 


3567 


24536 


NM 022399 


a 
■ 


calreticulin 


calreticulin 


3875 


21853 


NM_031738 


00 




ESTs, Highly similar to solute carrier family 
29 (nucleoside transporters), member 2 
[Rattus norveqicus] [R.norveqicusl 


4045 


1868 


NM_053768 


General, 
dd t w 


urate oxidase 


urate oxidase 


4045 


1869 


NMJ53768 


q, General 
dd, w 


urate oxidase 


urate oxidase 


4049 


7211 


NM_053791 


qq, hh 


prolactin-like protein M 


prolactin-like protein M 


4084 


19942 


NM_053946 


b,q,dd 


implantation-associated protein 


implantation-associated protein 


4172 


15553 


NM J 33320 


P,z 


LIS1 -interacting protein NUDEL 
endooligopeptidase A 


LIS1 -interacting protein NUDEL; 
endooligopeptidase A ! 


4283 


1789 


NM_1 39257 


cc 




ESTs, Moderately similar to A45835 Ly6 
homolog RK10 precursor - rat [R.norvegicus] 


4293 


1045 


NMJ44758 


l,s, 

General, 
00, uu, vv, 

WW 


peptide/histidine transporter 


Rattus norvegicus mRNA for 
peptide/histidine transporter, complete cds 
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SEQ ( 
ID I 
NO. 


3LGC < 
D NO. i 

- * *• 


SenBahk V I 
toe. or I 
RefSeq ID 
Mo. 


Model I 
:ode 


<ndwn Gene Name . , ■ I 

:, : 


llnigene Sequence Cluster Title 


568 


17060 , 


*A891812 


/, gg, hh 




ESTs, Highly similar to S54147 alpha 
adducin - rat [Rnorvegicus] 


568 


17061 


AA891812 


s 




ESTs, Highly similar to S54147 alpha 
adducin - rat [Rnorvegicusl " 


1437 


19591 


AI012747 


r 




ESTs, Highly similar to BLMH_RAT 
Bleomycin hydrolase (BLM hydrolase) 
(BMH) (BH) [R.norveaicus] » 


1923 


16915 


AI104104 


XX 




ESTs, Highly similar to QYRTGP 
phosphoenolpyruvate carboxykinase (GTP) 
i EC 4,1 .1 .32), cytosolic - rat [R.norvegicus] 

- 


2573 


18625 


AI231375 . 


k 


RT1 class lb gene 


RT1 class lb gene 


3003 


18618 


M24026 


, ss 


RT1 class lb gene 


RT1 class lb gene 


3099 


18617 


NM_012645 


p 


RT1 class lb gene 


RT1 class lb gene 


4055 


18628 


NM_053806 


n, ee, gg, 
hh.1 


RT1 class lb gene 


RT1 class lb gene 


1246 


25148 


AB008807 


bb 


glutathione S-transferase 
omega 1 




1247 


25149 


AB009246 


gg, hh 


stem cell growth factor 




1258 


15292 


AF012714 


ff 


multiple inositol polyphosphate 
histidine phosphatase 1 


multiple inositol polyphosphate histidine 
phosphatase 1 


1287. 


18731 


AF093139 


WW 


tip associating protein 


tip associating protein 


1968. 


15291 


AH 11401 


t, ff, mm 


multiple inositol polyphosphate 
histidine phosphatase 1 


multiple inositol polyphosphate histidine 
phosphatase 1 


2869 


25233 


AJ000556 


p, mm 


Janus kinase 1 




2891 


25278 


D30734 


k, ii.tt 


RAS p21 protein activator 2 




2894 


15123 


D38066 


j, t, mm, xx 


UDP-glucuronosyltransferase 1 
family, member 1 


UDP-glucuronosyltransferase 1 family, 
member 1 


2896 


9134 


D45247 


J.y 


proteasome beta type subunit 5 




2971 


6963 


L18889 


ff 


calnexin 




3006 


25430 


M26247 


p 


Coagulation factor IX (plasma 
thromboplastic component, 
Christmas disease, hemophilia 
B) 




3016 


20699 


M35601 


w 


Fibrinogen, A alpha polypeptide 


Fibrinogen, A alpha polypeptide 


3016 


20700 


M35601 


a, r, x, w 


Fibrinogen, A alpha polypeptide 


Fibrinogen, A alpha polypeptide 


3036 


21882 


M83740 


a, General 
ff 


dimerization cofactor of 
hepatocyte nuclear factor-1- 
alpha 




3039 


13488 


M91599 


g, General 
uu 


Fibroblast growth factor recepto 
4 




3129 


5317 


NM_012737 


d, p, w, ee 
mm 


Apolipoprotein A-IV 


Apolipoprotein A-iV 


3144 


10248 


NM_012797 


ff 


Inhibitor of DNA binding 1, helix- 
loop-helix protein (splice 
variation) 


• Inhibitor of DNA binding 1, helix-loop-helix 
protein (splice variation) 



< WO 030S5993A2J _> 



WO 03/065993 



PCT/US03/03482 



194 



TABLE 1 








Attorney Docket No, 44921 -511 3VVO 
Document No. 1926271.2 


SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 

No. . 


Model ; : 
Code 


Known Gene Name 

•• . • •• ' 


Unigene Sequence Cluster Title , 


3170 


631 


NMJ312896 


g, ss 


Adenosine receptor A3 


Adenosine receptor A3 


3220 


2667 


NMJM3048 


b, h, uu 


Tocopherol transfer protein 
alpha 




3274 


397 


NM_013214 


o 


brain acyl-CoA hydrolase 


brain acyl-CoA hydrolase 


3274 


20851 


NM_013214 




brain acyl-CoA hydrolase 


brain acyl-CoA hydrolase | 


3286 


24897 


NNL016993 


PP 


B cell lymphoma 2 associated 
oncogene 


B cell lymphoma 2 associated oncogene 


3311 


11152 


NMJM7073 


q.z 


Glutamine synthetase 
(giutamate-annmonia ligase) 


Glutamine synthetase (glutamate-ammonia 
ligase) 

13.—... 71 . . — , 


3311 


11153 


NMJJ17073 


q f r, s, z, rr 


Glutamine synthetase 
iglutamate-ammonia ligase) 


Glutamine synthetase (giutamate-annmonia 
ipase) 


4264 


25250 


NMJ39G81 


c.t 


Ornithine decarboxylase 
antizyme 1 




4264 


25251 


NM_139081 


c, m 


Ornithine decarboxylase 
antizyme 1 




4334 


25505 


S65091 


g.y 


cAMP-regulated phosphoprotein 
(21 kDa) 




4367 


25593 


U26310 


k 


tensin 




4381 


11916 


U50842 


qq 


Neural precursor cell expressed, 
developmen tally down-regulated 
gene 4 




4389 


25083 


U72632 


nn 


amine oxidase, copper 
containing 3 




4394 


25642 


U77697 


gg. hh 


platelet/endothelial cell 
adhesion molecule 




4416 


15652 


X14210 


h, gg, hh 


ribosomal protein S4, X-linked 




4422 


25686 


X51536 


z, General 


ribosomal protein S3 




4427 


12859 


X53052 


s, V 


Major intrinsic protein of eye 
lens fiber 




4437 


5667 


X58200 


h,U 

General, 

ee 


ribosomal protein L23 




4445 


25718 


X62145 


c.cc 


ribosomal protein L8 




4453 


25090 


X63594 


ii 


Inhibitor of nuclear factor of 
kappa light chain gene 
enhancer in B-cells, alpha 




4466 


25746 


X80778 


t 


dihydroorotate dehydrogenase 




4476 


1620 


X97374 


bb 


Prepronociceptin (neuropeptide 
nociceptin) (N23K) 


Prepronociceptin (neuropeptide nociceptin) 
(N23K) 


4482 


20426 


Z12158 


ff.gg, hh 


Pyruvate dehydrogenase 
(lipoamide) alpha 1 




4321 


11755 


NM J 53314 


b, I, s, 
General, 
cc, w 


UDP-glucuronosyltransferase 2 
family, members 




4395 


25643 


U77829 


I, General, 
bb, ii, uu 


growth arrest specific 5 
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4395 


4477 


U77829 


ii, rr 


growth arrest specific 5 


ESTs 


1 


25120 


A03913 


bb, pp 






2 


6857 


AA012807 


gg, hh 




ESTs 


3 


25098 


AA108277 


e 






4' 


4433 


AA684641 


b,x, 
General 




ESTs 


7 


2102 


AA685760 


r 




ESTs 


8 


25103 


AA685876 


d 






9 


4426 


AA685974 


h, I, v, uu 




ESTs, Weakly similar to Y73E7A.1.p 
[Caenorhabditis elegans] [C.elegans] 


10 


16704 


AA686132 


0 






11 


14286 


AA686361 


j 






15 


18272 


AA799294 


PP 




ESTs 


17 


18396 


AA799330 


Uj, 
General, 
kk, qq 




ESTs, Weakly similar to T47122 cell division 
protein pelota [imported] - fruit fly 
(Drosophila melanogaster) [D.melanogaster] 


19 


15083 


AA799396 


P 




ESTs 


20 


15084 


AA799397 


k 




ESTs 


21 


26053 


AA799406 


X 






24 


18365 


AA799442 


g,rr 




ESTs 


24 


18366 


AA799442 


ss 




ESTs 


25 


18160 


AA799448 


t 




ESTs 


26 


18859 


AA799467 


gg, hh 




ESTs 


27 


4206 


AA799474 


ii 


-• 


ESTs, Highly similar to CY1_HUMAN 
Cytochrome d, heme protein, mitochondrial 
precursor fH.sapiensl 


30 


18561 


AA799481 


l.s.pp 




ESTs, Weakly similar to esc-P1 [Drosophila 
melanogaster] [D.melanogaster] 


31 


11350 


AA799488 


c, ee, gg, 
hh.ss 




ESTs 


36 


18327 


AA799537 


q, bb 




ESTs 


39 


24628 


AA799542 


00 




ESTs 


41 


22669 


AA799567 


ii 




ESTs 


43 


20971 


AA799576 


a, ii, rr 




ESTs, Highly similar to T46259 hypothetical 
protein DKFZp761 E0323. 1 - human ; 
(fragment) fH.sapiensl 


46 


18331 


AA799594 


b 




ESTs 


47 


17712 


AA799598 


tt 




E£Ts 


48 


15844 


AA799600 


d 




ESTs, Highly similar to hypothetical protein 
DKFZp586l021 [Homo sapiens] [H.sapiens] 


49 


20977 


AA799609 


WW 




ESTs, Moderately similar to T43443 
hypothetical protein DKFZp434A2315.1 - 
human (fraqment) IH.saDiensl 


54 


22909 


AA799654 


rr 




ESTs 


55 


11313 


AA799656 


d 




ESTs 


55 


11314 


AA799656 


ss 




ESTs i 
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57 


20987 


AA799664 


/ 




ESTs 


CO 

Oo 


\ loyu 


AA799667 


Tl 




Rattus norvegicus CDK106 mRNA 


oy 


C.OOI O 


AA799686 


/V 




ESTs 


01 


zuyy4 


AA799717 


Lj, Qu, U 




ESTs Hiahlv similar to RPB9 HUMAN DNA- 












riirppfpfi RMA nnlvmpra^p 11 14 5 kDa 

till cisicu i \i \r\ yjvjiy inxsi aoc it i*t.\/ isua 












nnlunpntirlp fRPRQA TRPR1A 5\ TM QampriQl 




£OUo4 


AA7QQ791 


y 




FST«? 

L-O 1 O 


04 


OfOO 


AA7QQ79R 


f 1 II V 

1, 1, U, V 




FST<5 


Of 


looiy 


AA79Q744 


p n 7 
e, 




FSTs 








General, 












qq 






68 


A ~7 A(\A 

17494 


AA799751 


s,y 




ESTs 


70 


18360 


AA7QQ771 

mm/ yy/ 1 i 


XX 




CO 1 o 


72 


6425 


A A"7QQ7(M 

mm/ yy/of 


a 




F^T<; 

CO 1 o ' 


75 


17604 


A A7QQ7QR 

MM/yy# yo 


a, s 




CO 1 o 


"70 

78 


14504 


AA7QQRHA 
mm/ yyoL/H- 


u 




CO 1 O 


*y 


1 I4ZO 


AA7QQft19 
An/ yyo I £ 


00 




F^T«5 MnHpratpIv similar tn PTM^ HI JMAN 












Prntpin tvro^inp nho<?nhatasp non-receotor 












tvnp ^ fPrnfpin-tvro<iinp nhn^nhataQP H1\ 












/DTD UH \ rU eonianel 

(r I r-nl; [n.sapiensj 


OA 

81 


o «i r\r\A 

21001 


MM I WOC.C. 


a 




CO 1 o 


OH 

81 


A OO A A 

18844 


A A7QQQ90 

MM/ yyo<i£ 


V 




LU 1 O 


OO 


A (\CA'l 

1Uo4o 


AA7QQftA7 

MM/ 030H / 


ee 




ESTs 


5M 
OH 


£. IUUO 


AA7 qqfl^R 


DD 




EST Moderatelv similar to ODPB RAT 












Pvruvate dehvdroaenase E1 comDonent 












Koto citKunSt mitr»ohr\nHrial nronircnr 

ucid suounii, rniiooiiuiiuridi (jicuuioui 












/DnUCI D\ TD nnnfQnipticl 

IrUnt i-di irx.norveoicusi 


OO 


Iz/oo 


AA7QQA71 
MM/ WOl 1 


q, s, z, dd 




CCTq 

i— o i o 


88 


18381 


AA7QQARQ 

rVrw WOW 


u 




ESTs 


89 


A OA 7ft 

18179 


AA799891 


00 




ESTs 


89 


A OA on 

18180 


A A 700004 

mm/ yyoy i 


d,w 




L-O 1 O 


92 


23202 


AA7QQQ71 

MA/yyy/ 1 


ss 




F^Tq Mnrtprfltplv Qimitar tn hvnnthptipal 
toio, iviuuci cuciy oiiimcii \\j i lypuuicuuai 












protein FLJ 10986 [Homo sapiens] 












r{— 1 cariioncl 

in.odpiuiioj 


qo 
»o 




AA7QQQft1 
mm / yyyo i 


XX 




F?iT<5 

1— O I o 


CkA 

»4 


104UU 


AA7QQQQ1 


oenerai 




ESTs 


yo 


Zoo4o 


AA800016 


a 
a 




ESTs, Weakly similar to Yeast ABD1 protein 












likp fPfipnnrhahditiQ pIpnnnQl iCl plpnanO 


99 


21034 


AA800025 


g 




ESTs 


100 


23344 


AA800034 


j, dd, 11, ww 




ESTs 


102 


18405 


AA800044 


f 




ESTs 


104 


19177 


AA800062 


a, u 




ESTs 


108 


18430 


AA800197 


b, f, q, 




ESTs 








General 






109 


16661 


AA800198 


j, WW, XX 




ESTs, Weakly similar to 0RM1_YEAST 












0RM1 PROTEIN [S.cerevisiael 
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111 


21069 


AA800200 


f,y 




ESTs 


112 


18433 


AA800218 


ii 




ESTs, Weakly similar to T15476 hypothetical 
protein C09F5.2 - Caenorhabditis elegans 
rc.eleqansl 


113 


600 


AA800222 


ss 




ESTs 


114 


7947 


AA800224 


WW 




ESTs, Weakly similar to C27H6.4.p 
Caenorhabditis elegansl fC.elegans] 


118 


21083 


AA80O290 


II, WW 




ESTs 


118 


21084 


AA800290 


WW 




ESTs I 


122 


23476 


AA800319 


ii 




ESTs, Weakly similar to apolipoprotein L, 3; 
TNF-inducible protein CG12-1 [Homo 
sapiensl fH.sapiensl 


125 


21099 


AA800503 


u 




ESTs 


127 


16795 


AA800570 


i 




ESTs 


128 


19073 


AA80O576 


I, rn, 

General, 
gg, hh.jj, 
uu 




ESTs 


129 


2070 


AA800597 


ff 




ESTs 


130 


13930 


AA800613 


n, tt 




EST 


131 


12070 


AA800622 


s, z, 
General 




ESTs, Weakly similar to K08H10.9.p 
[Caenorhabditis elegans] [C.elegans] 


132 


4843 


AA800651 


r 




ESTs 


134 


18079 


AA800665 


x,y 




ESTs 


135 


19084 


AA800669 


uu 




ESTs, Highly similar to A36180 61 K 
transforming protein - human [Ksapiens] 


137 


5257 


AA800673 


j,ww 




ESTs, Highly similar to KIAA0164gene 
product [Homo sapiens] [H.sapiensl 


138 


23368 


AA800678 


n, r, 

General, 
kk 




ESTs 


139 


19087 


AA800679 


x,z 




ESTs, Weakly similar to putative nucleotide 
binding protein, estradiol-induced [Homo 
sapiensl [H.sapiensl 


141 


18069 


AA800686 


a, q, dd, 

00 




ESTs 


142 


21372 


AA800693~ 


c, i, 0, WW 




ESTs | 


142 


21373 


AA800693 


I.P 




ESTs 


143 


21375 


AA800699 


f.l 




ESTs, Weakly similar to YN60_YEAST 
P * D OTHETICAL 32.3 KDA PROTEIN IN 
K^E1-HXT14 INTERGENIC REGION 
[S.cerevisiael 


144 


18161 


AA800701 


c 




ESTs 


145 


19091 


AA800717 


I 




ESTs 


146 


21377 


AA800719 


kk 




ESTs 


148 


16385 


AA800737 


P 




ESTs, Weakly similar to T42209 neural 
plakophilin related arm-repeat protein 
NPRAP - mouse fM.musculusl 



.03065993A2_I_> 



WO 03/065993 PCT/US03/03482 



198 



TABLE 1 


• 




■ Attorney Docket No. 44921 -511 3WO 
' > . Document No. 1926271.2 


SEQ 

ID \ 
NO. 


GLGC 
ID NO. 

: v. : - . - 

! 


GenBank 
Acc. or 
RefSeq ID 

No. '. 


Model 
Code 


Known Gene Name 


Unigene Sequence Cluster Title ,, 

. ; ..- . 


150 


21380 


AA80O739 


z, ee 




ESTs. Weakly similar to KT12_YEAST 
KTI1 2 PROTEIN [S.cerevisiae] 


151 


8137 


AA800749 


h 




ESTs 


152 


6595 


AA800753 


gg, hh, tt 




ESTs 


153 


23213 


AA800786 


r 




ESTs 


154 


19101 


AA800787 


a, qq 




ESTs 


156 


19103 


AA800797 


General, 
dd, ff 




ESTs j 


157 


11662 


M800803 


bb 




ESTs, Weakly similar to YNP5_CAEEL 
HYPOTHETICAL 28.3 KDA PROTEIN 
T05G5.5 IN CHROMOSOME Hi [C.elegans] 


159 


8207 


M800850 


qq 




ESTs 


161 


21403 


AA800885 


t, nn 




ESTs 


162 


13348 


AA800928 


t, ff, mm 




ESTs 


167 


13919 


AA801070 


m 




ESTs 


169 


22318 


AA801187 


3p 




ESTs 


171 


21442 


AA801244 


g 




ESTs 


172 


10549 


AA801255 


I 




ESTs 


173 


21593 


AA801368 


nn 




ESTs 


176 


5959 


AA817813 


II 




ESTs 


177 


23725 


AA817816 


XX 




ESTs 


178 


1690 


AA817829 


General, 
cc, qq 




ESTs 


179 


6306 


AA817831 


2 




ESTs 


180 


1802 


M817841 


n 




ESTs 


181 


1846 


AA817844 


j 




ESTs 


182 


1900 


AA817849 


ii 




ESTs 


183 


11639 


AA817860 


mm 




ESTs | 


185 


5972 


AA817917 


PP 




EST 


187 


2781 


AA817925 


c, 1, z, 
General, 
bb, pp, rr 




ESTs 


190 


5977 


AA817969 


r 




ESTs 
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5979 


AA817990 


1, General 




ESTs 


194 


2897 


AA818039 


1 




ESTs 


195 


5996 


AA818065 


cc.tt 




ESTs 


197 


6313 


AA818093 


g 




EST 


200 


3476 


M818142 


cc 




ESTs, Weakly similar to F13B9.8.p 
[Caenorhabditis elegans] [C.elegans] 


203 


6027 


M818244 


s 




ESTs 


205 


6037 


AA818288 


1 




ESTs 


206 


7628 


AA818380 


d 




ESTs 


207 


7714 


AA818394 


XX 




ESTs 


210 


7806 . 


AA818421 


nn 




ESTs 


211 


6224 


AA818511 


m 




ESTs 


212 


6226 


AA818521 


00 




ESTs 


214 


6231 


AA818595 


0 




ESTs 
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18874 


AA818602 


cc 




ESTs 
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4250 


AA818700 


WW 




ESTs 


219 


6060 


AA818702 


b, r 




ESTs 
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AA818725 


m 




ESTs 
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AA818741 


t,ff 




ESTs 
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19723 


AA818761 
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ESTs 


224 


6188 


AA818774 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 


247 


19438 


AA819450 


XX 
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ESTs 


253 
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AA819633 


n 




ESTs 
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AA819653 


j 




ESTs, Weakly similar to S44652 f42h10.6 
protein - Gaenorhabditis elegans [C.elegans] 


255 


6175 


AA819655 
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EST 
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6176 


AA819657 
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EST 
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AA819672 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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AA848354 
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ESTs, Moderately similar to hypothetical 
protein FU23251 [Homo sapiens] 
[H.sapiensl 
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23521 


AA848407 
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ESTs 


273 
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AA848437 
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ESTs 
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11160 


AA848470 


PP 




ESTs 
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AA848496 


b, 1, gg, hh 
rr 




ESTs, Moderately similar to IF4BJHUMAN 
Eukaryotic translation initiation factor 4B (elF 
4B) [H.saoiensl 
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1, rr 




ESTs, Moderately similar to IF4B_HUMAN 
Eukaryotic translation initiation factor 4B (elF 
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AA848508 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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ESTs 


288 


12453 
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ESTs 
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ESTs 
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AA849426 
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ESTs 
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ESTs 
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ESTs 
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ESTs 
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AA849777 


XX 




ESTs 
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PP 




ESTs 
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PP, tt 




ESTs 
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ESTs 
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ee 




ESTs 
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ESTs 
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ESTs 
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13046 


AI1 36711 


k 




ESTs 


2012 


17668 


AI136744 


nn 




ESTs, Weakly similar to S44904 ZK652.9 
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ESTs 
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ESTs 
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ESTs 
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ESTs 


2078 


3284 
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ESTs 


2079 
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ESTs 
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ESTs 
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EST 


3633 


19924 


NM__022937 


f 


Doc2A 




3648 


8656 


NMJJ23979 


ii 


enoyl-Coenzyme A, hydratase/3- 
hydroxyacyl Coenzyme A 
dehydrogenase 


ESTs 


3675 


8296 


NM_024384 


tt 


PDRP protein 


PDRP protein 


3732 


5999 


NMJ331057 


bb, pp 




ESTs 


3764 


19359 


NMJ331136 


b.s 




EST 


3768 


21623 


NM.031144 


PP 






3794 


26327 


NM_031357 


w 




ESTs 


3794 


25862 


NMJ)31357 


d 






3796 


25069 


NMJ331509 


vv 






3804 


25058 


NM_031533 


h, kk 






3819 


25793 


NM_031577 


PP 
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SEQ ( 
ID I 

NO. i 


3LGC ( 
D NO ) 
\ 
I 


3enBank I 
\cc. or ( 
tefSeqlD 
to. 


vlodel 1 
:ode 


<nown Gene Name . 1 


Jnigene Sequence ClustjerTitle 


3906 i 


3384 I 


vJM 031836 1 


mm xx \ 

j 


/ascular endothelial orowth \ 

lUwvUIUI WIIMWUIWIIWI mi yii u ■ 

actor 


/ascular endothelial growth factor 


3906 1 


3385 1 


SIM 031836 i 

HlVl >JO IUOU 1 


nil i 

\ 


/ascular endothelial arowth y 


/ascular endothelial growth factor 


OcJUO i 


jOOD 


MM 071 87R I 

NIVI UO I OOD 


mm YY i 
i nun, aa 


i/asrailar pnriothplial nrnwth ' 
artnr 


vascular endothelial growth factor 


3916 


8663 


NM_031971 


in 


Heat shock protein 70-1 


Heat shock protein 70-1 


7Q7Q 
0903 




MM 0770QR 


Iff 99 






3945 


11714 


NM_033352 


f, 1, n, 
kk 




ESTs i 


3982 


19367 


NM_053469 


n.y . 




EST 


7QftQ 


5Q77 


MM 057597 
lNlvl_UO0OZO 






ESTs 


4014 


19403 


NM„053604 


f 




EST 


4055 


20645 


NM_053806 








A 4 A9 


977*;n 

£OOOU 


k\Il /i 1 7nftQ4 

InJVI IOUOw 




mifrifncin 9 

11 IllUlUolll £. 


mttofiiQin ? 

IIIIIUIUOIII t- 




1749R 
I / 4ZO 


MM 171Q10 




rtvnpin-aQ<;nHatpri nmtpin 
uyilClll aoovjuiaicvj puJicfH 

RKM97 
r\i\ivifcO 


dvnein-associated Drotein RKM23 






MM 177794 
iNIVI 1 0OO£*t 


d 


rinrnpal u/nnnH hpplinn rplafprl 

VjUl ileal wuuiiu iicaiiiiy I ciaicu 

protein . 


corneal wound healina related orotein 




7Q7 


MM 177R0Q 
inivi i oooui? 


III, uu t w, 
PP 


pukfln/ntir translation initiation 
fantnr 9R Qiihnnit 3 fnamma 

IdLflUI £.o t oUL/Uiiii o ^yaiiiiiia, 

*^8kn\ 


eukarvotic translation initiation factor 2B. 

UUIVUI V vUv U Ul 1 vIMUVI 1 IIIIUUUVI 1 ■MWfcVi i ii ^| 

subunit 3 faamma 58kD\ 


H£\J 1 


7Qft 


MM 177R0Q 

INIVI I OOOuo 


f m n rlH 
1, III, Hj uu, 

ee, II, oo, 
pp 


pi iksirvntif* translatinn initiation 

factor 2B, subunit 3 (gamma, 

OQJMJ) 


eukaryotic translation initiation factor 2B, 
subunit 3 (gamma, 58kD) 


4206 


19384 


NMJ34326 


PP 




EST 


491Q 


97R7 

ZOO/ 


MM 174410 

INIVI lO*T*+ l\J 


b Q, X 


Mn87 nrotpin 


Mg87 protein 


491 Q 


97RR 


MM 174410 


W, oo 


Mo 87 nrotein 


Mg87 protein 


4977 
f ZOO 


7R90 


MM 138593 


t 


notassiiim channel reaulatorv 
fartnr 

IClwlUI 


ESTs 


4941 


1R401 


MM 138898 


cc 






4.977 


17fi*v7 
I / our 


MM 13Q101 

INIVI 1 OI7 1 U 1 


1 n 7 nn 


nntassium channel reaulator 1 


potassium channel regulator 1 


4288 


10458 


NMJ44741 


U 




EST 




9R91R 

cJkjL. 1 0 


mm 145084 

INtVI 1 *t JUUt 


r 
I 




Rattus norvegicus hypothetical protein RMT- 
7 mRNA, complete cds 




23756 


NM 145084 


a cc 




Rattus norvegicus hypothetical protein RMT- 
7 mRNA, complete cds 


4300 


6988 


NMJ45677 


WW 




ESTs 


4306 


20515 


NMJ 45784 


d. qq 




ESTs 


4306 


21355 


NMJ 45784 


0, V 




ESTs 


4306 


20698 


NMJ45784 


a, x, w 






4306 


13642 


NMJ 45784 


ii 




ESTs 


4307 


14664 


NMJ45790 


General, ii 
kk, ss 




ESTs 


4309 


25644 


NMJ 471 36 


u 






4317 


8018 


NMJ53306 


00 




ESTs 


4318 


25498 


NMJ 53308 


mm 
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TABL 
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SEQ 
ID ' 
NO. 


GLGC 
ID NO. 


fqpnRanlc * : 
Af*r* nr 

No 


Mortal 


K nAllin f^*\V+r\ Mnmn " 

rvnown oene Name i 


Unigene Sequence Cluster Title; 


4321 


11756 


KWA A COO 4 A 


e, General, 
rr 






4323 


14128 


MM "iCQVyirk 

INIVI_1 0O/4U 


e 




ESTs "j 


4327 


25064 


O/IGOGO 


V 






4328 


25481 


o4b/9o 


n 






4329 


25483 


548190 


ff, WW 






4330 


25491 




t, mm 






4331 


25495 


S59892 


c 






4332 


25496 


S59893 


d,v 






4336 


25511 


S68944 


ee 






4336 


25512 


ooo944 


u 






4337 


25513 


S69315 


k,q 






4339 


25518 


S70011 


y 






4341 


1575 


S74801 


g,cc 






4342 


25531 


S74907 


i. y, ff, pp 






4344 


17128 


S75997 


d 






4346 


25538 


S76466 


u 






4349 


25550 


S79213 


j, General, 
kk, qq 


protein phosphatase 1 , 
regulatory (inhibitor) subunit 2 




4350 


25559 


S81025 


I, m, 

General, 
dd 






4352 


25071 


S83436 


I, 00 






4353 


25568 


38/ 522 


k, n 






4355 


25075 


U01347 


z 






4360 


25576 


U09361 


h 


tenascin C 




4364 


25586 


U 17837 


General 






4369 


17480 


Uo1o9o 


e, pp 




Rnorvegicus mRNA for RTlMa 


4371 


25598 


UoZoiD 


c 






43/3 


1483 


Uo4o4o 


General 


D1 23 gene product 


D123 gene product 


4379 


24008 


U47316 


jj 




ESTs, Weakly similar to S40928 hypothetical 
protein ZK1 098.5 - Caenorhabditis elegans 
fC.eleqansl 


4380 


25604 


U50185 


XX 


myosin phosphatase, target 
subunit 1 




4380 


25605 


U50185 


\ ff mm 


mvosin nho^nhata^p tarnpf 

subunit 1 




4384 


25607 


U53873 


k 






4388 


25628 


U70268 


ii 






4392 


25636 


U75921 


cc 






4393 


25639 


U75925 


PP 






4401 


18663 


U95052 


u 


eukaryotic translation initiation 
factor 4 gamma, 2 


ESTs, Weakly similar to S49172 translation 
initiation factor elF-4 gamma - human 
(fragment) [H.sapiensl 


4402 


26033 


X00722 


q 
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SEQ 

Id: 
n6. 


GLGC 
ID NO. 


GenBank 
Acc. or V. 

No V 


Model 

VUUc 


rviiuwii oene name 

,- "'. f Y •' 


Unigene Sequence Cluster Title 




ft1Q 
O l o 


AUZZ04 


b, e, 

General, 

uu 








Z0004 


AUD4/Z 


V 






4407 


ZDOOO 


AUOOUl 


t f mm 






440Q 


ftp.** 


AU/ ZOO 


r 






4411 


1113 


X07729 


y 






441ft 

*t*r IO 


ZOO / 0 


A14o4o 


u 

D 






441 Q 

44 I %J 


zoo/ y 


Y1 WHO 
Al OUlO 


C 






44ZU 


zooou 


A 1 0001 


m, x, it 






4423 


25087 


X51615 


J'.t 








1719Q 
I / JZs 


AOZOOO 


d 






4426 


25689 


X52815 


t.y 






440U 


zooy i 


A0O0U4 


General 






440 1 


Z00vf4 


A04Z0U 


a 






440Z 


ZDUOO 


A044ly 


h, v 






44oG 


ZD/ UU 


Ao/yoo 


PP 


Protein kinase, cAMP- 
dependent, catalytic, alpha 




44ou 


OC7AH 

ZO/U 1 


A0#yoo 


P, r, z, 
General 


Protein kinase, cAMP- 
dependent, catalytic, alpha 




AAA* 

444 1 


ZO/UO 


YC007C 


u : t: 

h - 1- Jl 






AAAO 
444Z 


ZO/UO 


AoybUo 


w 






4443 


25713 


X60659 


e, u 






4446 


25719 


X62146 


Iff 






4449 


25725 


X62660 


qq.w 






AA^i 
4401 


zo/zy 


AbzyoO 


t 






AARi 
4401 


lOZ/ z 


A/0400 


e 






AARO 
440Z 


ZO/41 


A/04oy 


mm 


CD9 antigen (p24) 


- . 


*f*t03 


ZO/4«3 


Yftrii on 
AoUl oU 


t, mm 






440/ 


957/17 
ZO/4/ 


YQ AAAQ 

Aol44o 


t, General, 
bb, mm, ss 


keratin complex 1, acidic, gene 
18 




4469" 


25753 


X89695 


9,cc 






44/0 


25756 


X89698 


f 






4471 


25758 


X89700 


PP 






4472 


25761 


X89702 


h 






4474 


25769 


X95850 


k 






4475 


12978 


X96437 


d 




ESTs, Highly similar to S33363 gly96 protein 
- mouse fM.musculusl 


44// 


25774 


X99723 


ee, mm 


SWI/SNF related, matrix 
associated, actin dependent 
regulator of chromatin, 
subfamily a. member 4 





03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



251 



TABLE 2 



; , Attorney Docket No. 44921-5113WO 
: Document No. 1926271.21 



SEQ 
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NO 



GLGC 
ID NO. 



GenBank 
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Human Homologous Gene 
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Human Homologous Cluster Title 



2969 



16119 



L16532 



2 ,3'-cyclic nucleotide 3' 
phosphodiesterase, cyclic 
nucleotide phosphodiesterase 
1 



4126 



15408 



NM_057197 rr 



2,4-dienoyl CoA reductase 1, 
mitochondrial 



4126 



15409 



NM_057197 ff.ii.jj 



2,4-dienoyl CoA reductase 1, 
mitochondrial 



2,4-dienoyl CoA reductase 1, mitochondrial 
2,4-dienoyl CoA reductase 1, mitochondrial 



1271 



22602 



AF044574 b 



2,4-dienoyl CoA reductase 2, 
peroxisomal, 2-4-dienoyl- 
Coenzyme A reductase 2, 
peroxisomal 



1271 



22603 



AF044574 b, kk 



!,4-dienoyl CoA reductase 2, 
peroxisomal, 2-4-dienoyl- 
Coenzyme A reductase 2, 
peroxisomal 



3248 



650 



NM_013134 w 



3248 



651 



NM_013134 t 



4-dienoyl CoA reductase 1, mitochondrial, I 
2,4-dienoyl CoA reductase 2, peroxisomal, 2] 
4-dienoyl-Coenzyme A reductase 2, 
peroxisomal, Mus musculus, Similar to 
hypothetical protein MGC4172, clone 
MGC:18716 1MAGE:421 9994, mRNA, 
complete cds, carbonyl reductase 2, 
peroxisomal trans 2-enoyl CoA reductase; 
putative short chain alcohol dehydrogenase,] 
peroxisomal trans-2-enoyl-CoA reductase 



3-hydroxy-3-methylglutaryl- 
Coenzyme A reductase 



3-hydroxy-3-methylglutaryl- 
Coenzyme A reductase 



2,4-dienoyl CoA reductase 1, mitochondrial, i 
2,4-dienoyl CoA reductase 2, peroxisomal, 2J 
4-dienoyl-Coenzyme A reductase 2, 
peroxisomal, Mus musculus, Similar to 
hypothetical protein MGC4172, clone 
MGC:18716 IMAGE:4219994, mRNA, 
complete cds, carbonyl reductase 2, 
peroxisomal trans 2-erioyl CoA reductase; 
putative short chain alcohol dehydrogenase, I 
peroxisomal trans-2-enoyl-CoA reductase 



3-hydroxy-3-methylglutaryl-Coenzyme A 
reductase, Mus musculus, Similar to 3- 
hydroxy-3-methylglutaryl-Coenzyme A 
reductase, clone MGC:25828 
IMAGE:41 66540, mRNA, complete cds, 
SREBP CLEAVAGE-ACTIVATING 
PROTEIN 



3-hydroxy-3-methylglutaryl-Coenzyme A 
reductase, Mus musculus, Similar to 3- 
hydroxy-3-methylglutaryl-Coenzyme A 
reductase, done MGC:25828 
IMAGE:4166540, mRNA, complete cds, 
SREBP CLEAVAGE-ACTIVATING 
PROTFIN 
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SEQ ( 
ID 1 

NO . 


3LGC ( 
DNO. i 
I 


SenBank \ 
kcc. or 
RefSeq ID- 
Mo. 


Model Code 1 

. 1 


Human Homologous Gene 1 
Niame 


Human Homologous Cluster Title 


3248 


352 


MM_013134 


< 


3-hydroxy-3-methylglutaryl- 
Coenzyme A reductase 


3-hydroxy-3-methylglutaryl-CoenzymeA 
reductase, Mus musculus, Similar to 3- 
hydroxy-3-methylglutaryl-Coenzyme A 
reductase, clone MGC:25828 
IMAGE:41 66540, mRNA, complete cds, 
SREBP CLEAVAGE-ACTIVATING 
PROTEIN 


3386 


20600 


NMJM7268 


q. wjj 


3-hydroxy-3-methylglutaryl- 
Coenzyme A synthase 1, 3- 
hydroxy-3-methylglutaryl- 
Coenzyme A synthase 1 
(soluble) 


3-hydroxy-3-methylglutaryl-Coenzyme A 
synthase 1 (soluble), 3-hydroxy-3- 
methylglutaryl-Coenzyme A synthase 2, pre 
B-cell leukemia transcription factor 1 


3386 


20601 


NM_017268 


q. w,jj 


3-hydroxy-3-methy!glutaryl- 
Coenzyme A synthase 1 , 3- 
hydroxy-3-methylglutaryl- 
Coenzyme A synthase 1 
(soluble) 


3-hydroxy-3-methylglutaryl-Coenzyme A 
synthase 1 (soluble), 3-hydroxy-3- 
methylglutaryl-Coenzyme A synthase 2, pre 
B-cell leukemia transcription factor 1 


3510 


20493 


NM_020076 


b,k, 1, 

General, bb, 
ff, qq, tt, uu 


3-hydroxyanthranilate 3,4- 
dioxygenase 


3-hydroxyanthranilate 3,4-dioxygenase 


3510 


20494 


NIVL020076 


cc, ii, ss 


3-hydroxyanthranilate 3,4- 
dioxyqenase 


3-hydroxyanthranilate 3,4-dioxygenase 


3497 


15680 


NMJ19376 


ii. II 


3-monooxgenase/tryptophan 5 
mpnooxgenase activation 
protein, gamma polypeptide, 
tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
Drotein. aamma DolvoeDtide 




1957 


18278 


AH 05080 


m 


3-oxoacid CoA transferase 


3-oxoacid CoA transferase, 3-oxoacid CoA 
transferase 2, ESTs, Highly similar to 
SCOT_HUMAN SUCClNYL-COA:3- 
KETOACID-COENZYME A TRANSFERASE 
PRECURSOR lH.sapiens] 
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SEQ 
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GenBanR-*- , 
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Human Homologous Gene 
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Human Homologous Cluster title . 


3837 


2.1585 


NMJ331620 




3-phosphogiycerate 
dehydrogenase, 
phosphoglycerate 
dehydrogenase 


3-phosphoglycerate dehydrogenase, EST, 
Moderately similar to SERA MOUSE D-3- 
PHOSPHOGLYCERATE 
DEHYDRUbbNAbb [M.musculUSj, bo IS, 

Weakiy similar to 3-phosphoglycerate 
dehydrogenase [Rattus norvegicus] 
Rnorvegicus], Mus musculus adult male 
testis cDNA, RIKEN full-length enriched 
library, done:4930404C15:3- 
phosphoglycerate dehydrogenase, full insert 
sequence, glyoxylate 
reductase/hydroxypyruvate reductase, 
phosphoglycerate dehydrogenase 


3837 


21586 


NMJ31620 


, u, dd, oo 


3-phosphoglycerate 
dehydrogenase, 
phosphoglycerate 
dehydrogenase 


3-phosphoglycerate dehydrogenase, EST, 
Moderately similar to SERA MOUSE D-3- 
PHOSPHOGLYCERATE 
DEHYDROGENASE [M.musculus], EST s, 
Weakly similar to 3-phosphoglycerate 
dehydrogenase [Rattus norvegicus] 
[R.norvegicus], Mus musculus adult male 
testis cDNA RIKEN full-length enriched 
library, clone:4930404C15:3- 
phosphoglycerate dehydrogenase, full insert 
sequence, glyoxylate 
reductase/hydroxypyruvate reductase, 
Dhosohoqlvcerate dehvdroaenase 


3837 


21587 


NM.031620 


k 


3-phosphoglycerate 
dehydrogenase, 
phosphoglycerate 
dehydrogenase 


3-phosphoglycerate dehydrogenase, EST, 
Moderately similar to SERA MOUSE D-3- 
PHOSPHOGLYCERATE 
DEHYDROGENASE [M.musculus], ESTs, 
Weakly similar to 3-phosphoglycerate 
dehydrogenase [Rattus norvegicus] 
[R.norvegicus], Mus musculus adult male 
testis cDNA, RIKEN full-length enriched 
library, clone:4930404C1 5:3- 
phosphoglycerate dehydrogenase, full insert 
sequence, glyoxylate 
reductase/hydroxypyruvate reductase, 


449 


17742 


AA866302 


ss 


4-hydroxypheriylpyruvate 
dioxygenase, 4- 
hydroxyphenylpyruvic acid 
dioxvaenase 


4-hydroxyphenylpyruvate dioxygenase, 4- 
hydroxyphenylpyruvic acid dioxygenase 


3371 


17740 


NMJ317233 


ss . 


4-hydroxyphenylpyruvate 
dioxygenase, 4- 
hydroxyphenylpyru vie acid 
dioxvaenase 


4-hydroxyphenylpyruvate dioxygenase, 4- 
hydroxyphenylpyruvic acid dioxygenase 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


vcllDdl 1 1\ _ . 

Acc. or 
RefSeq ID 
No. 


iviuuei LrOue 


human Homologous Gene 
Narhe ■ , 


Human Homologous Clustef Title ( ; 


3081 


20313 


NM 012585 


K 


j-i i yu i uxy u ypiam i ne 
(serotonin) receptor 1A 


5-hydroxytryptamine (serotonin) receptor 1A 


3680 


22282 


NM_024394 


h f m, 

General, uu 


5-hydroxytryptamine 
(serotonin) receptor 3A 


5-hydroxytryptamine (serotonin) receptor 3A 


3036 


21882 


M83740 


a, General, 
ff 


6-pyruvoyl-tetrahydropterin 
synthase/dimerization cofactor 
of hepatocyte nuclear factor 1 
alpha (TCF1) 




4483 


19694 


Z48444 


ee 


a disintegrin and 
metaJIbprotease domain 10, a 
disintegrin and 
metalloproteinase domain 10 


ESTs, Moderately similar to PC4265 
disintegrin and metalloproteinase 10 
[H.sapiens], Homo sapiens cDNA FLJ13398 
fis, clone PLACE1001377, highly similar to 
Homo sapiens ADAM10 (ADAM10) mRNA, 
RiKEN cDNA 1700031C13 gene, a 
disintegrin and metalloprotease domain 10, 
a disintegrin and metalloproteinase domain 
m 


3312 


18957 


NM_017075 


0, XX 


acetyl^Coenzyme A 
acetyltransferase 1, acetyl- 
Coenzyme A acetyltransferase 
1 (acetoacetyl Coenzyme A 
thiolase) 


Homo sapiens, Similar to acetyl-Coenzyme 
A acetyltransferase 1 (acetoacetyl 
Coenzyme A thiolase), clone MGC: 13582 
1MAGE:4278329, mRNA, complete cds, 
Mus musculus, Similar to Acetyl-Co A 
acetyltransferase 1, mitochondrial, clone - 
MGC:39067 IMAGE:5365469, mRNA, 
complete cds, acetyl-Coenzyme A 
acetyltransferase 1 (acetoacetyl Coenzyme 
A thiolase), acetyl-Coenzyme A 
acyltransferase (peroxisomal 3-oxoacyl- 
Coenzvme A thiolase) 


3312 


18958 


NM.017075 


o.jj 


acetyl-Coenzyme A 
acetyltransferase 1 , acetyl- 
Coenzyme A acetyltransferase 
1 (acetoacetyl Coenzyme A 


Homo sapiens, Similar to acetyl-Coenzyme 
A acetyltransferase 1 (acetoacetyl 
Coenzyme A thiolase), clone MGC:13582 
IMAGE:4278329, mRNA, complete cds, 
mus muscuius, bimiiar to Acetyl-Co A 
acetyltransferase 1, mitochondrial, clone 
MGC:39067 IMAGE:5365469, mRNA, 
complete cds, acetyl-Coenzyme A 
acetyltransferase 1 (acetoacetyl Coenzyme 
A thiolase), acetyl-Coenzyme A 
acyltransferase (peroxisomal 3-oxoacyl- 
Coenzvme A thiolase) 
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SEQ 

ID v. 
NO. 


GLGC 
IPNO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title ;' 

' I, f 


1083 


23700 


AA956382 


ff 


acetyl-Coenzyme A 
acyltransferase (peroxisomal 3 
oxoacyl-Coenzyme A 
thiolase), acetyl-Coenzyme A 
acyltransferase 1 (peroxisomal 
3-oxoacyl-Coenzyme A 
thiolase) 


Mus musculus, Similar to Acetyl-Co A . 
acetyltransferase 1, mitochondrial, clone 
MGC:39067 !MAGE:5365469, mRNA, 
complete cds, acetyl-Coenzyme A 
acyltransferase (peroxisomal 3-oxoacyl- 
Coenzyme A thiolase), acetyl-Coenzyme A 
acyltransferase 1 (peroxisomal 3-oxoacyl- 
CofinTvmfi A thiolas^ 


3046 


23698 


NM_012489 


O, XX 


acetyl-Coenzyme A 
acyltransferase (peroxisomal 3 
oxoacyl-Coenzyme A • 
thiolase), acetyl-Coenzyme A 
acyltransferase 1 (peroxisomal 
3-oxoacyl-Coenzyme A 
thiolase) 


Mus musculus, Similar to Acetyl-Co A 
acetyltransferase 1 , mitochondrial, clone 
MGC:39067 IMAGE:5365469, mRNA, 
complete cds, acetyl-Coenzyme A 
acyltransferase (peroxisomal 3-oxoacyl- 
Coenzyme A thiolase), acetyl-Coenzyme A 
acyltransferase 1 (peroxisomal 3-oxoacyl- 
Coenzvmfi A thiolase^ 


3046 


23699 


NMJ)12489 


0, U, V, ss 


acetyl-Coenzyme A 
acyltransferase (peroxisomal 3- 
oxoacyl-Coenzyme A 
thiolase), acetyl-Coenzyme A 
acyltransferase 1 (peroxisomal 
3-oxoacyl-Coenzyme A 
thiolase) 


Mus musculus, Similar to Acetyl-Co A 
acetyltransferase 1, mitochondrial, clone 
MGC:39067 IMAGE:5365469, mRNA, 
complete cds, acetyl-Coenzyme A 
acyltransferase (peroxisomal 3-oxoacyl- 
Coenzyme A thiolase), acetyl-Coenzyme A 
acyltransferase 1 (peroxisomal 3-oxoacyl- 
Coenzvmft A thiolase! 


3149 


6780 


NMJ12819 


n 


acetyl-Coenzyme A 
dehydrogenase, long-chain, 
acyl-Coenzyme A 
dehydrogenase, lonq chain 


acetyl-Coenzyme A dehydrogenase, long- 
chain, acyl-Coenzyme A dehydrogenase, 
long chain 


3282 


21078 


NM_016986 


I, o, ss 


acetyl-Coenzyme A 
dehydrogenase, medium 
chain, acyl-Coenzyme A 
dehydrogenase, C-4 to C-12 
straight chain 


ESTs, Highly- similar to ACYL-COA 
DEHYDROGENASE, MEDIUM-CHAIN 
SPECIFIC PRECURSOR [M.musculus], 
acetyl-Coenzyme A dehydrogenase, 
medium chain, acyl-Coenzyme A 
dehvdroaenase. C-4 to C-12 straiaht chain 


3284 


24649 


NMJ)16988 


b, e, I, w, 
General 


acid phosphatase 2, lysosomal 


ESTs, Weakly similar to A33395 acid 
phosphatase (EC 3.1.3.2) precursor - rat 
[R.nbrvegicus], acid phosphatase 2, 
lysosomal, acid phosphatase, testicular 


2706 


19995 


AI235320 


Pit 


aconitase 2, mitochondrial 


aconitase 2, mitochondrial 


3681 


19993 


NM_024398 


0, XX 


aconitase 2, mitochondria! 


aconitase 2, mitochondrial 


4090 


19991 


NMJ353961 


cc 


aconitase 2, mitochondrial 


aconitase 2, mitochondrial 


3705 


21165 


NM_031005 


mm 


actinin. alpha 1 


ESTs, Weakly similar to alpha actinin 4 
[Mus musculus] [M.musculus], RIKEN cDNA 
3110023F10 gene, actinin alpha 2, actinin 
alpha 3, actinin, alpha 1, actinin, alpha 2, 
actinin. alpha 3. aloha actinin 4 
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3705 


21166 


NM_031005 


t,mm 


actinln, alpha 1 


ESTs, Weakly similar to alpha actinin 4 
[Mus musculus] [M.musculus], RIKEN cDNA 
3110023F10 gene, actinin alpha 2, actinin 
alpha 3, actinin, alpha 1, actinin, alpha 2, 
actinin. aloha 3. aloha actinin 4 


3853 


5358 


NM_031675 


t, ee, mm 


actinin, alpha 4, alpha actinin 4 


ESTs, Weakly similar to alpha actinin 4 
[Mus musculus] [M.musculus], RIKEN cDNA 
3110023F10 gene, actinin, alpha 4, alpha 
actinin 4 


3175 


24431 


NMJ)12912 


c, n, 

General, kk, 
tt 


activating transcription factor 3 


ESTs, Weakly similar to A39382 liver 
regeneration factor LRF1 - fat 
[R.norvegicus], ESTs, Weakly similar to 
A54025 transcription factor ATF3 
JH.saDiensl. activatina transcription factor 3 


3168 


16721 


NMJM2891 


o, General, 
cc t kk, uu 


acyl-Coenzyme A 
dehydrogenase, very long 
chain 


EST, Moderately similar to ACYL-COA 
DEHYDROGENASE, VERY-LONG-CHAIN 
SPECIFIC [M.musculus], EST, Weakly 
similar to ACDVJW Acyl-CoA 
dehydrogenase, very-long-chain specific, 
mitochondrial precursor (VLCAD) 
[R.norvegicus], EST, Weakly similar to 
S541 83 acyl-CoA dehydrogenase 
[H.sapiens], ESTs, Weakly similar to 
ACDVJRAT Acyl-CoA dehydrogenase, very- 
long-chain specific, mitochondrial precursor 
(VLCAD) [R.norvegicus], RIKEN cDNA 
2600017P15 gene, acyl-Coenzyme A 
dehydrogenase, very long chain 


1496 


17957 


AI028975 


d 


adaptor protein complex AP-1, 
beta 1 subunit, adaptor-related 
protein complex 1, beta 1 
subunit 


adaptor protein complex AP-1 , beta 1 
subunit, adaptor-related protein complex 1, 
beta 1 subunit 


3390 


17959 


NM_017277 


w 


adaptor protein complex AP-1, 
beta 1 subunit, adaptor-related 
protein complex 1, beta 1 
subunit 


adaptor protein complex AP-1 , beta 1 
subunit, adaptor-related protein complex 1, 
beta 1 subunit 


4133 


17956 


NM_080583 


m, w 


adaptor-related protein 
complex 2, beta 1 subunit 


adaptor protein complex AP-1, beta 1 
subunit, adaptor-related protein complex 2, 
beta 1 subunit 


4133 


17958 


NM_080583 


ff, XX 


adaptor-related protein 
outiifjicA £, ucia i buuurm 


adaptor protein complex AP-1, beta 1 
suDunit, aaapior-reiated protein complex 2, 
beta 1 subunit 


3346 


595 


NM.017161 


bb, mm 


adenosine A2b receptor 


EST, Weakly similar to JC1229 adenosine 
receptor A2b [H.sapiens], adenosine A2b 
receptor 


3170 


631 


NMJ)12896 


9, ss 


adenosine A3 receptor 




3706 


91 


NM_031006 


II 


adenosine deaminase, RNA- 
specific 


adenosine deaminase, RNA-specific, 
expressed sequence AV242451 
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3169 


16708 


NMJ312895 


a, b, h, w 


adenosine kinase 


adenosine kinase, expressed sequence 
AI987814 


3707 


997 


NM_031007 


u 


adenylate cyclase 2, adenylate 
cyclase 2 (brain) 


EST, Moderately similar to B Chain B, 
Complex Of Gs-Alpha With The Catalytic 
Domains Of Mammalian Adenyly! Cyclase: 
Complex With Beta-L-2\3 -Dideoxyatp And 
Mg [R.norvegicus], ESTs, Highly similar to 
ADENYLATE CYCLASE, TYPE VII 

M.musculus], ESTs, Weakly similar to 
ADENYLATE CYCLASE, TYPE VII 

M.musculus], adenylate cyclase 2 (brain), 


3444 


24019 


NNL019186 


ss.tt 


ADP-ribosylation factor-like 4, 
ADP-ribosylation-Iike 4 


ADP-ribosylation factor 4-like, ADP- 
ribosylation factor-like 7, ADP-ribosylation- 
like 4, ESTs, Weakly similar to ADP- 
ribosylation-like 4 [Mus musculus] 
[M.musculus], Mus musculus, Similar to 
ADP-ribosylation-iike 4, clone MGC:5774 
IMAGE:3599701, mRNA, complete cds, 
RIKEN cDNA 1 1 10036H21 gene, epithelial 
protein lost in neoplasm beta 


3137 


1348 


NMJM2776 


m 


adrenergic receptor kinase, 
beta 1, adrenergic, beta, 
receptor kinase 1 


ESTs, Weakly similar to GRK6 MOUSE G 
PROTEIN-COUPLED RECEPTOR KINASE 
GRK6 [M.musculus], G protein-coupled 
receptor kinase 6, adrenergic receptor 
kinase, beta 1 , adrenergic, beta, receptor 
kinase 1 


3137 


1349 


NM_012776 


ii, rr 


adrenergic receptor kinase, 
beta 1, adrenergic, beta, 
receptor kinase 1 


ESTs, Weakly similar to GRK6 MOUSE G 
PROTEIN-COUPLED RECEPTOR KINASE 
GRK6 [M.musculus], G protein-coupled 
receptor kinase 6, adrenergic receptor 
kinase, beta 1 , adrenergic, beta, receptor 
kinase 1 


3685 


1835 


NM_024483 


e 


adrenergic receptor, alpha 1d, 
adrenergic, alpha-1D-, 
receptor 


Mus musculus histamine H4 receptor 
mRNA, complete cds, adrenergic, alpha-1D- 
, receptor 


2347 


13558 


A1177901 


k 


adrenergic receptor, beta 1, 
adrenergic, beta-1-, receptor 


G protein-coupled receptor 45, adrenergic 
receptor, beta 1, adrenergic, beta-1-, 
receptor 


3122 


322 


NMJ)12715 


P, t, ff, ii, pp, 

XX 


adrenomedullin 


adrenomedullin 
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3028 


10743 


M64780 


!. P, z, 
General 


agrin 


ESTs, Weakly similar to A38096 perlecan 
precursor [H.sapiens], ESTs, Weakly similar 
to AGRT agrin - rat [R.norvegicus], ESTs, 
Weakly similar to BASEMENT MEMBRANE- 
SPECIFIC HEPARAN SULFATE 
PROTEOGLYCAN CORE PROTEIN 
PRECURSOR [M.musculus], ESTs, Weakly 
similar to PGBMLHUMAN BASEMENT 
MEMBRANE-SPECIFIC HEPARAN 
SULFATE PROTEOGLYCAN CORE 
PROTEIN PRECURSOR [H.sapiens], Mus 
musculus, clone IMAGB3494258, mRNA, 
partial cds, heparan sulfate proteoglycan 2 
(perlecan), perlecan (heparan sulfate 
proteoglycan 2), serine protease inhibitor, 
Kazal type, 5, sialoadhesin, transmembrane 
protein with EGF-like and two follistatin-like 
domains 1 


3028 


10744 


M64780 


I. P. z, 
General, ii, 
nn, rr 


agrin 


ESTs, Weakly similar to A38096 perlecan 
precursor [H.sapiens], ESTs, Weakly similar 
to AGRT agrin - rat [R.norvegicus], ESTs, 
Weakly similar to BASEMENT MEMBRANE- 
SPECIFIC HEPARAN SULFATE 
PROTEOGLYCAN CORE PROTEIN 
PRECURSOR [M.musculus], ESTs, Weakly 
similar to PGBM_HUMAN BASEMENT 
MEMBRANE-SPECIFIC HEPARAN 
SULFATE. PROTEOGLYCAN CORE 
PROTEIN PRECURSOR [H.sapiens], Mus 
musculus, clone IMAGE:3494258, mRNA, 
partial cds, heparan sulfate proteoglycan 2 
(perlecan), perlecan (heparan sulfate 
proteoglycan 2), serine protease inhibitor, 
Kazal type, 5, sialoadhesin, transmembrane 
protein with EGF-like and two follistatin-like 
domains 1 


3524 


23424 


NMJ21680 


x, z 


alanyl-tRNA synthetase 


alanyl-tRNA synthetase 


445 


17111 


AA860062 


ee 


albumin, albumin 1 


ESTs, Moderately similar to ALBU_RAT 
Serum albumin precursor [Contains: 
Neurotensin-related peptide (NRP)] 
[R.norveaicusl albumin, albumin 1 
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4zUb 


17112 


NM_1 34326 


ee 


albumin, albumin 1 t 
glutathione peroxidase 1 


ESTs, Moderately similar to ALBU_RAT 
Serum albumin precursor [Contains: 
Neurotensin-related peptide (NRP)] 
[R.norvegicus], ESTs, Weakly similar to 
GSHCJW Glutathione peroxidase 
(GSHPX-1) (Cellular glutathione peroxidase) 
[R.norvegicus], albumin, albumin 1, 
glutathione peroxidase 1, glutathione 
peroxidase 2, glutathione peroxidase 2 

fnastrnintastinan 


3477 


22219 


NMJ)19286 


c, w 


alcohol dehydrogenase 1, 
complex, alcohol 
dehydrogenase 1 A (class I), 
alpha polypeptide 


ESTs, Weakly similar to ADHA MOUSE 
ALCOHOL DEHYDROGENASE A CHAIN 
[M.musculus], alcohol dehydrogenase 1, 
complex, alcohol dehydrogenase 1 A (class 
I), alpha polypeptide, alcohol 
dehydrogenase IB (dass I), beta 
oolvDeDtlde 


4159 


22220 


NM J 30780 - 


w 


alcohol dehydrogenase 1 , 
complex, alcohol 
dehydrogenase 1 A (class 1), 
alpha polypeptide 


ESTs, Weakly similar to ADHA MOUSE 
ALCOHOL DEHYDROGENASE A CHAIN 
[M.musculus], alcohol dehydrogenase 1, 
complex, alcohol dehydrogenase 1 A (dass 
I), alpha polypeptide, alcohol 
dehydrogenase IB (class I), beta 
Dolvnentide. 


3570 


20915 


NM_022407 


b.ff 


aldehyde dehydrogenase 1 
family, member A1, aldehyde 
dehydrogenase family 1, 
subfamily A1 


Mus musculus, Similar to aldehyde 
dehydrogenase 8 family, member A1, clone 
!MAGE:4234742, mRNA, partial cds, 
aldehyde dehydrogenase 1 family, member 
A1, aldehyde dehydrogenase family 1, 
subfamiivAl 


3934 


12299 


NM_032416 


a, General 


aldehyde dehydrogenase 2 
family (mitochondrial), 
aldehyde dehydrogenase 2, 
mitochondrial 


ESTs, Moderately similar to DHAM_RAT 
ALDEHYDE DEHYDROGENASE, 
MITOCHONDRIAL PRECURSOR (ALDH 
CLASS2)(ALDH1)(ALDH-E2) 
[R.norvegicus], RIKEN cDNA 2410004H02 
gene, aldehyde dehydrogenase 1 family, 
member B1, aldehyde dehydrogenase 2 
family (mitochondrial), aldehyde 
dehydrogenase 2, mitochondrial 


38/3 


23883 


NMJ)31731 


n, General, 
ee 


aldehyde dehydrogenase 3 
family, member A2, aldehyde 
dehydrogenase family 3, 
subfamily A2 


RIKEN cDNA 1 700001 N1 9 gene, RIKEN 
cDNA 1700055N04 gene, aldehyde 
dehydrogenase 3 family, member A2, 
aldehyde dehydrogenase family 3, 
subfamily A2, expressed sequence 
AI848594 
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3873 2 


!3884 t 


«M_031731 i 


f 

C 


ildehyde dehydrogenase 3 F 

amily, member A2, aldehyde c 

lehydrogenase family 3, c 

>ubfamilyA2 i 

< 

> 


*IKEN cDNA 1 700001 N1 9 gene, RIKEN 
;DNA 1700055N04 gene, aldehyde 
lehydrogenase 3 family, member A2, 
aldehyde dehydrogenase family 3, 
>ubfamily A2, expressed sequence 

U84R594 


166 ' 


11901 I 


\A801058 I 


, nn ( 
1 
< 


aldehyde dehydrogenase 9 1 
amily, member A1 , aldehyde i 
dehydrogenase 9, subfamily 
M 


Vlus musculus, Similar to aldehyde 
dehydrogenase 4 family, member A1, clone 
MAGE:51 02023, mRNA, partial cds, RIKEN 
sDNA 1110038105 gene, aldehyde 
dehydrogenase 4 family, member A1, 
aldehyde dehydrogenase 9 family, member 
A1, aldehyde dehydrogenase 9, subfamily. 

A1 


3048 


7062 


NM_012495 


t, bb, mm 


aldolase 1, A isoform, aldolase 
A, fructose-bisphosphate 


EST, Moderately similar to ADHUA fructose- 
bisphosphate aldolase [H.sapiens], EST, 
Weakly similar to ADHUA fructose- 
bisphosphate aldolase [H.sapiens], ESTs, 
Highly similar to I39435 fructose- 
bisphosphate aldolase [H.sapiens], ESTs, 
Moderately similar to aldolase A 
[M.musculus], ESTs, Weakly similar to 
ALFA.HUMAN FRUCTOSE- 
BISPHOSPHATE ALDOLASE A 
[H.sapiens], Mus musculus, clone 
MGC:25455 1MAGE:4241025, mRNA, 
complete cds, RIKEN cDNA 4933425L1 1 
gene, aldolase 1 , A isoform, aldolase 3, C 


3048 


7064 


NMJ)12495 


s 


aldolase 1 , A isoform, aldolase 
A, fructose-bisphosphate 


EST, Moderately similar to ADHUA fructose- 
bisphosphate aldolase [H.sapiens], EST, 
Weakly similar to ADHUA fructose- 
bisphosphate aldolase [Ksapfens], ESTs, 
Highly similar to I39435 fructose- 
bisphosphate aldolase [H.sapiens], ESTs, 
Moderately similar to aldolase A 
[M.musculus], ESTs, Weakly similar to 
ALFA.HUMAN FRUCTOSE- 
BISPHOSPHATE ALDOLASE A 
[H.sapiens], Mus musculus, clone 
MGC:25455 IMAGE:4241025, mRNA, 
complete cds, RIKEN cDNA 4933425L1 1 
gene, aldolase 1, A isoform, aldolase 3, C 
isoform. aldolase A, fructose-biSDhosDhate 


624 


820 


AA892395 


a, s, ss, uu 


aldolase 2, B isoform, aldolase 
B, fructose-bisphosphate 


3 Mus musculus, clone MGC:25455 
IMAGE:4241025, mRNA, complete cds, 
aldolase 1, A isoform, aldolase 3, C isoform, 
aldolase B. fructose-bisphosDhate 
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SEQ 

ID ; 

NO. 


GLGC 
IDNO. 


GenBank 
Acc. or 
RefSeqID 
No. 


Model Code 

. •>.. 


Human HomolonniiQ fianp 

Name y-^ 


Hitman Mnmnlrtnnnc ^Miiefar T!+Iq 

nuiiiaii nwiTiwiogous viusier i me • - 

• .■\*-' : * . ; ' . 




o to 


X02291 


a. s. ff. aa 
tt, uu 


aldolase 2 R isoform alrlntaqp 
B, fructose-bisphosphate 


Mmc mircptihic pinna A/1f2f % '0'v4^£ 
1 Villa (JIUooUIUo, UIUIIC IVIOw.^OhQO 

IMAGE:4241025, mRNA, complete cds, 
aiaoiase i, a isotorm, aldolase 3, C isoform, 
aldolase B. fructose-bisphosDhate 1 


3049 


1655 


NMJH2497 


n 


aldolase 3, C isoform, aldolase 
C, fructose-bisphosphate 


Mus musculus, clone MGC:25455 
IMAGE:4241025, mRNA, complete cds, 
aldolase 1, A isoform, aldolase 3, C isoform, 
aldolase C, fructose-bisphosphate 


1202 


16625 


AA998062 


j 


Alg5, S. cerevtsiae, homolog 

OT 


Alg5, S. cerevisiae, homolog of 


3173 


7897 


NMJ)12901 


u 


alpha 1 microglobulin/bikunin, 
alpha-1 -microglobulin/bikunin 
precursor 


RIKEN cDNA 1 70001 3L23 gene, WAP, FS, 
ig, KU, and NTR-containing protein, alpha 1 
microglobulin/bikunin, alpha-1 - 
microglobulin/bikunin precursor, 
complement component 8, gamma 
polypeptide, serine protease inhibitor, Kunitz 
tvoe2 


31/3 


7898 


NMJM2901 


e,r 


alpha 1 microglobulin/bikunin, 
alpha-1 -microglobulin/bikunin 
precursor 


RIKEN cDNA 1 70001 3L23 gene, WAP, FS, 
Ig, KU, and NTR-containing protein, alpha 1 
microglobulin/bikunin, alpha-1- 
microglobulin/bikunin precursor, 
complement component 8, gamma 
polypeptide, serine protease inhibitor, Kunitz 
tvoe2 


3173 


7899 


NMJ12901 


e 


alpha 1 microglobulin/bikunin, 
alpha-1 -microglobulin/bikunin 
precursor 


RIKEN cDNA 1 70001 3L23 gene, WAP, FS, 
Ig, KU, and NTR-containing protein, alpha 1 
microglobulin/bikunin, alpha-1- 
microglobulin/bikunin precursor, 
complement component 8, gamma 
polypeptide, serine protease inhibitor, Kunitz 
tvDe2 


3151 


20586 


NMJ)12826 


a, m, w 


alpha-2-glycoprotein 1, zinc 


UL1 6 binding protein 1 , UL1 6 binding 
protein 2, alpha-2-glycoprotein 1, zinc 


3151 


20587 


NML012826 


v, w 


alpha-2-glycoprotein 1, zinc 


UL1 6 binding protein 1, UL16 binding 
protein 2, alpha-2-glycoprotein 1, zinc 


3171 


16273 


NM_012898 


k 


afpha-2-HS-glycoprotein 


alpha-2-HS-glycoprotein 


O 1 f l 


\\J£.l H 


NM_012898 


r 


alpha-2-HS-glycoprotein 


alpha-2-HS-glycoprotein 


3171 


16275 


NMJ)12898 


r, ee 


alpha-2-HS-glycoprotein 


a!pha-2-HS-gIycoprotein 


3045 


22513 


NMJ)12488 


nn 


alDha-2-macroalohulin 


FST<? Hinhlv similar in A9Mfi RAT Al PHA 

2-MACROGLOBULIN PRECURSOR 
(ALPHA-2-M) [R.norvegicus], ESTs, Weakly 
similar to A2MG MOUSE ALPHA-2- 
MACROGLOBULIN PRECURSOR 
[M.musculus], alpha-2-macroglobulin, 
murinoglobulin 1, pregnancy-zone protein 
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3147 


15032 


NM_012816 


t 


alpha-methylacyl-CoA 
racemase 


alpha-methylacyl-CoA racemase, cDNA 
sequence AF397014, chromosome 7 open 
readina frame 1 0 


4324 


1937 


R46934 


k 


amelogenin, amelogenin (X 
chromosome, amelogenesis 
imperfecta 1) 




4389 


25083 


U72632 


nn 


amine oxidase, copper 
containing 3, amine oxidase, 
copper containing 3 (vascular 
adhesion protein 1) 




3172 


18564 


NMJ)12899 


k,w 


aminolevulinate, delta-, 
dehydratase 


aminolevulinate, delta-, dehydratase 


3686 


21039 


NM.024484 


ii 


aminolevulinate, delta-, 
synthase 1 , aminolevulinic 
actdsynthasel 


aminolevulinate, delta-, synthase 1 , 
aminolevulinic acid synthase 1, 
aminolevulinic acid synthase 2, erythroid, 
serine palmitoyltransferase, long chain base 
subunit 1, serine palmitoyltransferase, long 
rhain hase subunit 2 

IslJCllll UUuu III 


3452 


2078 


NM_019220 


P. s, pp 


amino-terminal enhancer of 
split 


amino-terminal enhancer of split 


3452 


2079 


NM_019220 


z 


amino-terminal enhancer of 
split 


amino-terminal enhancer of split 


3808 


1504 


NM_031544 


a, I, 

General, uu 


AMP deaminase 3, adenosine 
monophosphate deaminase 
(isoform E) 


AMP deaminase 3, R1KEN cDNA 
1200014F01 gene, adenosine 
monophosphate deaminase (isoform E), 
expressed sequence AI553520 


3795 


24645 


NM_031502 


a, d, k, I, dd, 
uu 


amylase 1, salivary, amylase, 
alpha 1A; salivary 


ESTs, Moderately similar to AMYP_HUMAN 
ALPHA-AMYLASE, PANCREATIC 
PRECURSOR [H.sapiens], amylase 1, 
salivary, amylase 2, pancreatic, amylase, 
alpha 1A; salivary, amylase, alpha 2A; 
Dancreatic 


250 


10157 


AA819527 


rr 


amyloid beta (A4) precursor 
protein (protease nexin-ll, 
Alzheimer disease) 


ESTs, Highly similar to 139451 amyloid-beta 
protein [H.sapiens], ESTs, Weakly similar to 
S23094 beta-amyloid protein precursor - rat 
[R.norvegicus], amyloid beta (A4) precursor 
protein (protease nexin-ll, Alzheimer 
disease) 


2352 


10156 


AI1 78039 


bb 


amyloid beta (A4) precursor 
protein (protease nexin-ll, 
Alzheimer disease) 


ESTs, Highly similar to 139451 amyloid-beta 
protein [H.sapiens], ESTs, Weakly similar to 
S23094 beta-amyloid protein precursor - rat 
[R.norvegicus], amyloid beta (A4) precursor 
protein (protease nexin-ll, Alzheimer 
disease) \ 
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otU . 

ID 

NO. : 


ID NO. 


GenBank 
Acc. of 

No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4410 


10154 


X07648 


m 


amyloid beta (A4) precursor 
protein (protease nexin-ll, 
Alzheimer disease) 


ESTs, Highly similar to 139451 amyloid-beta 
protein [H.sapiens], ESTs, Weakly similar to 
S23094 beta-amyloid protein precursor - rat 
[Rnorvegicus], amyloid beta (A4) precursor 
protein (protease nexin-ll, Alzheimer 
disease) 


4387 


11 


U70210 


g 


amyloid beta (A4) precursor 
protein-binding, family B, 
member 2 (Fe65-like) 


Homo sapiens cDNA: FU21218fis, clone 
COL00537, Mus musculus, Similar to 
amyloid beta (A4) precursor protein-binding, 
family B, member 3, clone MGC:38710 
IMAGE:5357681 , mRNA, complete cds, 
amyloid beta (A4) precursor protein-binding, 
family B, member 1, amyloid beta (A4) 
precursor protein-binding, family B, member 
1 (Fe65), amyloid beta (A4) precursor 
protein-binding, family B, member 2 (Fe65- 
like), amyloid beta (A4) precursor protein- 
binding, family B, member 3 


4463 


11260 


X77934 


t, mm 


amyloid beta (A4) precursor- 
like protein 2 


ESTs, Weakly similar to 2019243A amyloid 
precursor-like protein 2 [Rattus norvegicus] 
[R.norvegicus], ESTs, Weakly similar to 
EPPLMOUSE Eppin precursor 
[M.musculus], amyloid beta (A4) precursor- 
like protein 1, amyloid beta (A4) precursor- 
like orotein 2 


3349 


8182 


NMJJ17170 


a.bb 


amyloid P component, serum, 
serum amyloid P-component 


EST, Weakly similar to S11473 serum 
amyloid P-component - rat [R.norvegicus], 
EST, Weakly similar to SAMP MOUSE 
SERUM AMYLOID P-COMPONENT 
PRECURSOR [M.musculus], ESTs, Weakly 
similar to SAMPJHUMAN SERUM 
AMYLOID P-COMPONENT PRECURSOR 
[H.sapiens], amyloid P component serum 


3066 


225 


NMJM2544 


j 


angiotensin I converting 
enzyme (peptidyl-dipeptidase 
A) 1, angiotensin converting 
enzyme 


ESTs, Highly similar to A31759 peptidyl- 
dipeptidase A [H.sapiens],. RIKEN cDNA 
2010305L05 gene, angiotensin I converting 
enzyme (peptidyl-dipeptidase A) 1 , 
angiotensin convertina enzvme 


3047 


265 


NM 012494 


nn hh it 

yyi n|, i JJ 


di lyiuieiibii i it icLcpior, type £. t 
angiotensin receptor 2 


angiotensin ii receptor, iype angiotensin 
receptor 2 


2985 


21097 


M12112 


s 


angiotensinogen, 
angiotensinogen (serine (or 
cysteine) proteinase inhibitor, 
clade A (alpha-1 
antiproteinase, antitrypsin), 
member 8} 


angiotensinogen, angiotensinogen (serine 
(or cysteine) proteinase inhibitor, clade A 
(alpha-1 antiproteinase, antitrypsin), 
member*) 
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SEQ ( 
ID 1 

NO. 


3LGC ( 
D NO. > 
1 
1 


SenBank I 
\cCu or 
tefSeq ID 
Mo. 


Model Code \ 


juman Homologous Gene \ 
Mame V, 


•luman Homologous Cluster Title v ; . 


4222 I 


21098 I 


MM J 34432 ( 


n ■ 

( 
( 


angiotensinogen, « < 
angiotensinogen (serine (or 
cysteine) proteinase inhibitor, 
:!ade A (alpha- 1 i 
antiproteinase, antitrypsin), 
member 8} 


angiotensinogen, angiotensinogen (serine 
or cysteine) proteinase inhibitor, clade A 
alpha-1 antiproteinase, antitrypsin), 
nember 8) 


2348 


15315 


M177911 


X 


annexin A2 


annexin A2, annexin A9 


3507 


574 


NM_019905 


m 


annexin A2, hydroxyacid 
oxidase (glycolate oxidase) 3, 
hydroxyacid oxidase 3 
medium-chain) 


EST, Moderately similar to 08061 62C 
protein COl[M.musculus], EST, Moderately 
similar to 810024C cytochrome oxidase I 
H.sapiens], EST, Weakly similar to 
08061 62C protein COI [M.musculus], ESTs, 
Highly similar to hydroxyacid oxidase 3 
medium-chain) [Rattus norvegicus] 
Rnorvegicus], ESTs, Moderately similar to 
08061 62C protein CO! [M.musculus], ESTs, 
Moderately similar to 810024C cytochrome 
oxidase I [H.sapiens], ESTs, Weakly similar 
to 08061 62C protein COI [M.musculus], 
annexin A2, annexin A9, hydroxyacid 
oxidase (glycolate oxidase) 3, hydroxyacid 
oxidase 1, liver 


3661 


561 


NM„024156 


nn 


annexin A6 


annexin A6 


3703 


248 


NM_030998 


gg. hh 


anti-Mulierian hormone 
receptor, type II, anti-Mulierian 
hormone type 2 receptor 




4002 


19252 


NMJ53576 


X 


anti-oxidant protein 2 (non- 
selenium glutathione 
peroxidase, acidic calcium- 
independent phospholipase 
A2), peroxiredoxin 5 


ESTs, Moderately similar to AOP2 MOUSE 
ANTIOXIDANT PROTEIN 2 [M.musculus], 
ESTs, Moderately similar to AOP2_HUMAN 
ANTIOXIDANT PROTEIN 2 {H.sapiens], anti 
oxidant protein 2 (non-selenium glutathione 
peroxidase, acidic calcium-independent 
phospholipase A2) f peroxiredoxin 5 


. 3834 


12132 


NM_031612 


ss 


apelin, apelin; peptide ligand 
for APJ receptor 


apelin, apelin; peptide ligand for APJ 
receptor 


3657 


20801 


NM_024148 


m t cc, oo, 

UU, WW 


APEX nuclease 
(multifunctional DNA repair 
enzyme), apurinic/apyrimidinic 
endonuclease 


APEX nuclease (multifunctional DNA repair 
enzyme), Mus musculus ape2 mRNAfor AP 
endonuclease 2, complete cds, 
apurinic/apyrimidinic endonuclease 


3130 


426 


NM_012738 


I, General, 
cc, nn, vv 


apolipoprotein A-l 


ESTs, Weakly similar to apolipoprotein A-l 
[Rattus norvegicus] [R.norvegicus], 
apolipoprotein A-l 


3130 


427 


NM.012738 


f. I, x, 

General, nn 
vv 


apolipoprotein A-l 


ESTs, Weakly similar to apolipoprotein A-l 
[Rattus norvegicus] [Rnorvegicus], 
apolipoprotein A-l 
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SEQ 

ID 

NO. 
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ID NO 


GenBank v 
Accord 
RefSeqID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title ] 


3129 


5317 


NM_012737 


d f p, w, ee, 
mm 


apolipoprotein A-IV 




3174 


23 


NMJ)12907 


ii 


apolipoprotein B editing 
complex 1, apolipoprotein B 
mRNA editing enzyme, 
catalytic polypeptide 1 


ESTs, Weakly similar to I59577 
apolipoprotein B mRNA editing enzyme, 
catalytic chain 1 (EC 3.5.4.-) - rat 
[R.norvegicus], activation-induced cytidine 
deaminase, apolipoprotein B editing 
complex 1, apolipoprotein B editing complex 
2, apolipoprotein B mRNA editing enzyme, 
catalytic polypeptide 1, hypothetical protein, 
MGC:7002, phorbolin (similar to 
apolipoprotein B mRNA editing protein) 


3007 


16930 


M27440 


h, o, ss, w 


apolipoprotein B, 
apolipoprotein B (including 
Ag(x) antigen) 


ESTs, Highly similar to 1207169A . 
lipoprotein B [H.sapiens], apolipoprotein B 
(including Ag(x) antigen), expressed 
sequence AI315052 


3051 


17787 


NMJ)12501 


ee 


apolipoprotein C-lll 


apolipoprotein C-lll, apolipoprotein CHI 


4241 


16400 


NM J 38828 


m,x 


apolipoprotein E 


apolipoprotein E 


3437 


21090 


NMJ19158 


General, dd, 
ff, nn 


aquaporin 8 


aquaporin 8 


3642 


15755 


NM_022960 


k 


aquaporin 9 




3330 


24693 


NMJ317134 


a, b,l t 
General, cc 


arginase 1, liver, arginase, 
liver 


arginase 1, liver, arginase, liver 


3285 


24868 


NMJM6992 


nn 


arginine vasopressin, arginine 
vasopressin (neurophysin II, 
antidiuretic hormone, diabetes 
insipidus, neurohypophyseal) 


arginine vasopressin, arginine vasopressin 
(neurophysin II, antidiuretic hormone, 
diabetes insipidus, neurohypophyseal) 


3285 


24869 


NM_016992 


g . 


arginine vasopressin, arginine 
vasopressin (neurophysin II, 
antidiuretic hormone, diabetes 
insipidus, neurohypophyseal) 


arginine vasopressin, arginine vasopressin 
(neurophysin li, antidiuretic hormone, 
diabetes insipidus, neurohypophyseal) 


4412 


20597 


X12459 


b, ff 


argininosuccinate synthetase, 
argininosuccinate synthetase 1 


argininosuccinate synthetase, 
argininosuccinate synthetase 1, expressed 
sequence AA408052 
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'P 

no : 


GLGC 
ID NO. 


GenBankL' 
Acc. or 
RefSeq ID 

No. s : 


ModelCode 


Human Homologous Gene 
Name 


Human Homologous Cluster Trite; \< 


1251 


4307 


AB012600 


s 


aryl hydrocarbon receptor 
nuclear translocator-like 


Aryl hydrocarbon receptor nuclear 
translocator 1, Aryl hydrocarbon receptor 
nuclear translocator 2, ESTs, Highly similar 
to aryl hydrocarbon receptor nuclear 
translocator-like [Mus musculus] 
M.musculus], Mus musculus brain-muscle- 
ARNT-like protein 2b mRNA, complete cds; 
alternatively spliced, aryl hydrocarbon 
receptor nuclear translocator, aryl 
hydrocarbon receptor nuclear translocator 2, 
aryl hydrocarbon receptor nuclear 
translocator-like 


1259 


4308 


AF015953 


WW 


aryl hydrocarbon receptor 

1 1 ULrl Cdl 11 CM IO lUUCtLVl "llf\C 


Aryl hydrocarbon receptor nuclear 

tran^Ifinatrir 1 Arvl hvdrnrarhnn rpfipntor 

uaiioiu^iwi I, r\i y I iijfiii vvQi uuii i cucpiui \ 

nuclear translocator 2, ESTs, Highly similar 

iu ctiyi iiyuiuudiuuu luccpiui iiuumdi 

translocator-like [Mus musculus] 
[M.musculus], Mus musculus brain-muscle- 
ARNT-like protein 2b mRNA, complete cds; 
alternatively spliced, aryl hydrocarbon 
receptor nuclear translocator, aryl 
hydrocarbon receptor nuclear translocator 2, 
aryl hydrocarbon receptor nuclear 


3148 


326 


NMJJ12818 


SS 


arylalkylamine N- 
acetyltransferase 


arylalkylamine N-acetyltransferase 


2897. 


935 


D49434 


bb, ww 


arylsulfatase B 


ESTs, Highly similar to [Segment 2 of 2] 
ARYLSULFATASE B [M.musculus], ESTs, 
Weakly similar to ARSB RAT 
ARYLSULFATASE B [R.norvegicus], Mus 
musculus, clone IMAGE:3991175, mRNA, 
partial cds, RIKEN cDNA 1 1 10007C02 
gene, arylsulfatase B, hypothetical protein 
FLJ23548 


3052 


20153 


NMJ)12503 


b, g, v 


asialoglyooprotein receptor 1 


C-type (calcium dependent, carbohydrate 
recognition domain) lectin, superfamily 
member 9, C-type (calcium dependent, 1 
carbohydrate-recognition domain) lectin, 
superfamily member 1 1 , ESTs, Weakly 
similar to LECH.RAT 
ASIALOGLYOOPROTEIN RECEPTOR 1 
(HEPATIC LECTIN 1) (RHL-1) (ASGP-R) 
(ASGPR) [R.norvegicus], asialoglyooprotein 
receptor 1, macrophage lectin 2 (calcium 

HpnpnHpnti 
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SEQ; 
NO 
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No. 


Model Code 


Human Homologous Gene . 
Name : 


Human Homologous Cluster Tit|e . 


3356 


24670 


NMJM7189 


a,n 


asialoglycoprotein receptor 2 


C-type (calcium dependent, carbohydrate- 
recognition ooroamj lecun, superramuy 
member 6, C-type (calcium dependent, 
carbohydrate-recognition domain) lectin, 
superfamily member 7, C-type lectin related 
f, RIKEN cDNA 1 81 0029C22 gene, 
asialoglycoprotein receptor 2 


3233 


1583 


NM_013079 


a, m, s, 
General, dd 


asparagine synthetase 




3283 


15612 


NMJ316987 


ee 


ATP citrate lyase 


ATP citrate lyase, EST, Moderately similar 
to SUCAJ/IOUSE SUCCINYL-COA 
LIGASE [GDP-FORMING] ALPHA-CHAIN, 
MITOCHONDRIAL PRECURSOR 
(SUCCINYL-COA SYNTHETASE, ALPHA j 
CHAIN) (SCS-ALPHA) [M.musculus], 
expressed sequence AW538652, succinate- 
CoA ligase, GDP-forming, alpha subunit 


3283 


15613 


NMJM6987 


ii,ll,ww . 


ATP citrate lyase 


ATP citrate lyase, EST, Moderately similar 
to SUCAJ/IOUSE SUCCINYL-COA 
LIGASE [GDP-FORMING] ALPHA-CHAIN, 
MITOCHONDRIAL PRECURSOR 
(SUCCINYL-COA SYNTHETASE, ALPHA 
CHAIN) (SCS-ALPHA) [M.musculus], 
expressed sequence AW538652, succinate- 
CoA ligase, GDP-forming, alpha subunit 


3406 


16844 


NM.017311 


r 


ATP synthase, H+ 
transporting, mitochondrial F0 
complex, subunit c (subunit 9), 
isoform 1 


ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit c 
(subunit 9), isoform 1, ESTs, Highly similar 
to AT91_HUMAN ATP SYNTHASE LIP ID- 
BINDING PROTEIN P1 PRECURSOR 
[H.sapiens], Homo sapiens cDN A: 
FLJ23586fis, clone LNG14376 


4271 


17203 


NMJ39099 


PP 


ATP synthase, H+ 
transporting, mitochondrial F1 
complex, epsilon subunit 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, epsilon subunit, 
RIKEN cDNA 2410043G19 gene, expressed 
sequence AV000645 


4271 


17204 


NM J 39099 


p, x, mm 


ATP synthase, H+ 
transporting, mitochondrial F1 
complex, epsilon subunit 


ATP synthase, H+ transporting, 
mitochondrial F1 complex, epsilon subunit, 
RIKEN cDNA 2410043G19 gene, expressed 
sequence AV000645 


3398 


12347 


NMJ>17»0 


jj 


ATPase, Ca++ transporting, 
cardiac muscle, slow twitch 2 




3398 


12348 


NMJ317290 


ff.pp 


ATPase, Ca++ transporting, 
cardiac muscle, slow twitch 2 




3398 


12349 


NMJM7290 


I 


ATPase, Ca++ transporting, 
cardiac muscle, slow twitch 2 
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m. 
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Human Homologous Cluster Title 


3043 


17991 


M96626 


9 


ATPase, Ca++ transporting, 
plasma membrane 3 


ATPase, Ca++ transporting, plasma 
membrane 2, ATPase, Class V, type 10C, 
ATPase, class V, type 10A, ESTs, Highly 
similar to A34308 Ca2+-transporting 
ATPase [R.norvegicus], ESTs, Weakly 
similar to 149143 gastric H(+)-K(+)-ATPase 
alpha subunit - mouse [M.musculus], RIKEN 
cDNA 1110019114 gene, RIKEN cDNA 
2810442122 gene 


31// 


24783 


NMJJ12914 


P 


ATPase, Ca++ transporting, 
ubiquitous 


ATPase, Ca++ transporting, ubiquitous 


4396 


1359 


U78977 


mm 


ATPase, Class II, type 9A, 
ATPase, class II, type 9A 


ATPase, Class 11, type 9A, EST, Highly 
similar to AT2A_HUMAN POTENTIAL 
PHOSPHOLIPID-TRANSPORTING 
ATPASE IIA [H.sapiens], ESTs, Moderately 
similar to AT2AJ-IUMAN POTENTIAL 
PHOSPHOLIPID-TRANSPORTING 
ATPASE HA [H.sapiens], ESTs, Weakly 
similar to AT2AJ-IUMAN POTENTIAL 
PHOSPHOLIPID-TRANSPORTING 
ATPASE IIA [H.sapiens], Homo sapiens 
mRNA; cDNA DKFZp586l0624 (from clone 
DKFZp586I0624) 


82 


16346 


AA799824 


a,e,f,s, 
General, kk, 

00 


ATPase, H+ transporting, 
lysosomal 42kD, V1 subunitC, 
isoform 1 


ATPase, H+ transporting, lysosomal 42kD, 
V1 subunit C, isoform 1, RIKEN cDNA 
1110038G14aene 


913 


10569 


AA942681 


n, z, General 


ATPase, H+ transporting, 
lysosomal 50/57kD V1 subunit 
H 


ATPase, H+ transporting, lysosomal 
50/57kD V1 "subunit H 


3053 


15675 


NM_012504 


General 


ATPase, Na+/K+ transporting, 
alpha 1 polypeptide 


ATPase, Na+/K+ transporting, alpha 1 
polypeptide, ATPase, Na+/K+ transporting, 
alpha 4 polypeptide, Mus musculus, Similar 
to ATPase, Na+/K+ transporting, alpha 1a.1 
polypeptide, clone IMAGE:3599053, mRNA, 
partial cds 


3053 


15677 


NM_012504 


General, 
mm 


ATPase, Na+/K+ transporting, 
alpha 1 polypeptide 


ATPase, Na+/K+ transporting, alpha 1 
polypeptide, ATPase, Na+/K+ transporting, 
alpha 4 polypeptide, Mus musculus, Similar 
to ATPase, Na+/K+ transporting, alpha 1a.1 
polypeptide, clone IMAGE:3599053, mRNA, 
Dartial cds 


3054 


855 


NM.012507 


II 


ATPase, Na+/K+ transporting, 
beta 2 polypeptide 


ATPase, Na+/K+ transporting, beta 2 
polypeptide 
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SEQ 

ID 
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GenBank 
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RefSeq ID 
No. 



Model Code 



3176 20590 NM.012913 



3112 



4434 



24453 



1037 



3712 



15700 



3219 



730 



3146 



3146 



Human Homologous Gene: 
Name 



n, kk 



NM 012690 



X57523 



NM.031013 



NM_013040 



21729 



21730 



a, qq 



NMJ)128G4 



NM.012804 



ATPase, Na+/K+ transporting, 
beta 3 polypeptide 



Human Homologous Cluster jitle' 



ATPase, Na+/K+ transporting, beta 3 
polypeptide, ESTs, Highly similar to 
ATND_HUMAN SODIUM/POTASSIUM- 
TRANSPORTING ATPASE BETA-3 CHAIN 
H.sapiens], expressed sequence A1664000 | 



ATP-binding cassette, sub- 
family B (MDR/TAP), member 
1 A, ATP-binding cassette, sub- 
family B (MDR/TAP), member 



ATP-binding cassette, sub- 
family B (MDR/TAP), member 
2, transporter 1, ATP-binding 
cassette, sub-family B 
(MDR/TAP) 



ATP-binding cassette, sub- 
family C (CFTR/MRP), 
member 6 



cc 



o.ff 



o,v 



ATP-binding cassette, sub- 
family C (CFTR/MRP), 
member 9 



ATP-binding cassette, sub-family B 
(MDR/TAP), member 4, ESTs, Highly similai 
to MDR3_HUMAN MULTIDRUG 
RESISTANCE PROTEIN 3 [H.sapiens], 
ESTs, Weakly similar to B54774 ATP 
binding cassette transporter ABC2 - human 
[M.musculus], Mus musculus 10, 11 days 
embryo whole body cDNA, RIKEN full- 
length enriched library, 
clone:281 0428N t7:ATP-binding cassette, 
sub-family B (MDR/TAP), member 10, full 

in corf connonro 



ATP-binding cassette, sub-family B 
(MDR/TAP), member 2, ESTs, Highly similar 
to S13426 multidrug resistance protein 
homolog - rat [R.norvegicus], transporter 1 , 
ATP-binding cassette, sub-family B 
(MDR/TAP) 



ATP-binding cassette, sub-family C 
(CFTR/MRP), member 6 



ATP-binding cassette, sub-family C 
(CFTR/MRP), -member 9, ESTs, Weakly 
similar to T42751 sulfonylurea receptor 2 - 
rat [R.norvegicus], Homo sapiens cDNA 
FLJ31957 fis, clone NT2RP7007381 , highly 
similar to Sulfonylurea receptor 2A, Mus 
musculus adult male pituitary gland cDNA, 
RIKEN full-length enriched library, 
clone:5330439B1 4:ATP-binding cassette, 
sub-family C (CFTR/MRP), member 9, full 
insert sequence 



ATP-binding cassette, sub- 
family D (ALD), member 3 



ATP-binding cassette, sub- 
family D (ALD), member 3 



ATP-binding cassette, sub-family D (ALD), 
member 3, ATP-binding cassette, sub-family| 
D (ALD), member 4, ESTs, Weakly similar 
to A35723 70K peroxisomal membrane 
protein - rat fR.norveQicusI 



ATP-binding cassette, sub-family D (ALD), 
member 3, ATP-binding cassette, sub-family] 
D (ALD), member 4, ESTs, Weakly similar 
to A35723 70K peroxisomal membrane 
protein - rat [R.norvegicus] 



i 
i 



i 
i 
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SEQ C 
ID I 
NO. 


5LGG c 
DNO. / 

F 
I 


5enBank I 
U:c. or 
tefSeq ID 
Jo. 


lodel Code Y 

•• *. ^ 


luman Homologous Gene Y 
lame 


luman Homologous Cluster Title I 


252 e 


>288 / 


^A81 9554 v 


vw E 
fc 
i 


5AI1 -associated protein 2, E 
)rain-specific angiogenesis s 
ihibitor 1 -associated protein 2 i 

r 

• 

I 

( 

■ 


SAI1 -associated protein 2, ESTs, Weakly I 
.imilarto brain-specific angiogenesis 
nhibitor 1 -associated protein 2 [Mus 
nusculus] [M.musculus], Mus musculus, 
Similar to KIAA0429 gene product, clone 
MAGE:2811240, mRNA, partial cds, RIKEN 
:DNA 1 300006M1 9 gene, brain-specific 
angiogenesis inhibitor 1 -associated protein 
2, hypothetical protein FLJ22582, insulin 
receptor tyrosine kinase substrate | 


3958 


1063. 


NM_053328 


P, t,ff 

- 


basic helix-loop-helix domain 
containing, class B, 2, basic 
helix-loop-helix domain 
containing, class B2 


basic helix-loop-helix domain containing, 
class B, 2, basic helix-loop-helix domain 
containing, class B, 3, basic helix-loop-helix 
domain containing, class B2, basic helix- 
loop-helix domain containing, class B3 


3139 


11938 


NMJM2783 


X 


basigin, basigin (OK blood 
group) 


ESTs, Weakly similar to A46506 leukocyte 
activation antigen M6 [H.sapiens], Mus 
musculus, Similar to spindle pole body 
protein, clone IMAGE:5324982, mRNA, 
partial cds, basigin, basigin (OK blood 
group), spindle pole body protein . | 


3286 


24897 


NM.016993 


PP 


B-cell CLUlymphoma 2, B-cell 
leukemia/lymphoma 2 




3383 


19 


NM_017258 


s, ss, tt 


B-cell translocation gene 1, 
antiproliferative 


B-cell translocation gene 1, anti- I 
proliferative, Homo sapiens cDNA FLJ3054q 
fis, clone BRAWH2001439, transducer of | 
ERBB2, 1 , transducer of ERBB2, 2, 
transducer of ErbB-2.1 


3384 


15300 


NMJ17259 


n, p, rr 


B-cell translocation gene 2, 
antiproliferative, BTG family, 
member 2 


B-cell translocation gene 2, anti- J 
proliferative, B-cell translocation gene 4, 
BTG family, member 2, ESTs, Highly similar 
to BTG2JHUMAN BTG2 PROTEIN 
PRECURSOR rH.saoiensl 


3384 


15301 


NM_017259 


n, p, ss, tt 


B-cell translocation gene 2, 
antiproliferative, BTG family, 
member 2 


B-cell translocation gene 2, anti- I 
proliferative, B-cell translocation gene 4, I 
BTG family, member 2, ESTs, Highly similar 
to BTG2 JHUMAN BTG2 PROTEIN j 
PRECURSOR [H.saoiensl 


3384 


15299 


NM.017259 


P 


B-cell translocation gene 2, 
antiproliferative, BTG family, 
member 2 


B-cell translocation gene 2, anti- 
proliferative, B-cell translocation gene 4, 
BTG family, member 2, ESTs, Highly similar 
to BTG2_HUMAN BTG2 PROTEIN 
PRECURSOR rH.saniensl 


3306 


910 


NM.017059 


bb, ss 


BCL2-associated X protein, 
Bcl2-associated X protein 




3306 


911 


NM_017059 


ss 


BCL2-associated X protein, 
BcI2-associated X protein 
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SEQ < 

lb i 

NO. 


3LGC ( 
D NO. i 
I 


3eiiBank: I 
tec. or 
Ref Seq ID 

MO. 


Vlodel Code 1 


-iumari Homologous Gene i 1 
Martin ! •' ' C 


Haitian Homologous Cluster Title 


3306 


312 


NM_017059 


W 


8CL2-associated X protein, 
Bcl2-associated X protein 




3056 


7427 


MM_012515 


1 


benzodiazapine receptor 
peripheral), benzodiazepine 
receptor, peripheral 


ESTs, Weakly similar to I38724 
mitochondrial benzodiazepine receptor 
Rsapiens], benzodiazapine receptor 
peripheral), benzodiazepine receptor, 
DeriDheral 


3465 


1450 


Lifts r\ a rsr\r a 

NM_019251 


X 


BET1 homolog (S. cerevisiae), 
blocked early in transport 1 
homolog (S. cerevisiae) 


bt I i nomoiog (o. cerevisiae), DiocKea eany 
in transport 1 homolog (S. cerevisiae) 


3294 


17815 


NMJ)17015 


P. r, w, z 


beta-giucuronidase, 
glucuronidase, beta 


ESTs, Highly similar to A26581 beta- 
glucuronidase [H.sapiens], SMA3, beta- 
glucuronidase structural, glucuronidase, 


3401 


1531 


NMJ317300 


General, ff, 

IT, UU 


bile acid Coenzyme A: amino 
acid N-acyltransferase (glycine 
N-choloyltfansf erase), bile acid 
Coenzyme A: amino acid N- 
acyltransferase 


ESTs, Weakly similar to YZ28_HUMAN 
HYPOTHETICAL PROTEIN ZAP128 
[H.sapiens], Mus musculus, Similar to bile 
acid Coenzyme A amino acid N- j 
acyltransferase (glycine N- 
choloyltransferase), clone MGC:19156 
IMAGE:4220620, mRNA, complete cds, bile 
acid Coenzyme A: amino acid N- 
acyltransferase (glycine N- 
choloyltransferase), bile acid-Coenzyme A: 
amino acid N-acyltransferase, expressed 


3353 


3174 


NMJ317178 


qq 


bone morphogenetic protein 2 


ESTs, Highly similar to BMP2_RAT Bone 
morphogenetic protein 2 precursor (BMP-2) 
(BMP-2A) [R.norvegicus], ESTs, Weakly 
similar to GDF3 MOUSE 
GROWTH/DIFFERENTIATION FACTOR 3 
PRECURSOR [M.musculus], bone 
morphogenetic protein 2, growth 
differentiation factor 5 (cartilage-derived 

mnrnhnnfinpfin nrntpin-'H nnHa! 


3274 


397 


NMI013214 


0 


brain' acyl^CoA hydrolase 




3274 


20851 


NMJ313214 


)i 


brain acyl-CoA hydrolase 




805 


23038 


AA900881 


t, mm 


branched chain 
aminotransferase 1, cytosolic 


branched chain aminotransferase 1, 
cytosolic 


3381 


23037 


NMJJ17253 


t, mm 


branched chain 
aminotransferase 1. cytosolic 


branched chain aminotransferase 1, 
cytosolic 
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SEQ G 
ID |[ 
NO. 


iLGC iGenBank . W 
j NO. Acc. or 

RefSeq iD 

No. 


lodel Code H 

. M< . N 


umah Homologous Gene H 
ame. 


uman Homologous (Cluster Title i \ 


3786 3 


519 In 


M.031334 h 


, o, dd . c 
E 


adherin 1, cadherin 1, type 1, E 
i-cadherin (epithelial) E 

( 
c 


:STs, Moderately similar to CAD1_RAT 
[pithelial-cadherin precursor (E-cadherin) 
Uvomorulin) (Cadherin-1) [R.norvegicus], 
adherin 1, cadherin 1, type 1, E-cadherin 
epithelial), cadherin 3, cadherin 3, type 1, P 
jadherin (placental), desmoglein 3 
pemphigus vulgaris antigen) 


2889 I 


536 C 


)25290 ( 


3 < 
I 


cadherin 6, cadherin 6, type 2, \ 
<-cadherin (fetal kidney) < 

I 
< 

• 


iSTs, Weakly similar to CAD6 MOUSE 
DADHERIN-6 PRECURSOR [M.musculus], 
ESTs, Weakly similar to CAD8 MOUSE 
DADHERIN-8 PRECURSOR tM.musculus], 
ESTs, Weakly similar to CADB MOUSE 
CADHERIN-1 1 PRECURSOR [M.musculus], 
cadherin 10, cadherin 10, type 2 (T2- 
cadherin), cadherin 12, type 2 (N-cadherin 
2), cadherin 6, cadherin 6, type 2, K- 
cadherin (fetal kidney), cadherin 7, cadherin 
9 


3924 


18501 


NMJ)31984 


s, v, mm, xx 


calbindin 1, (28kD), calbindin- 
28K 


Mus musculus, Similar to secretagogin, 
clone MGC:27615 IMAGE:4504330, mRNA, 
complete cds, calbindin 1, (28kD), calbindin- 
28K 


3060 


24865 


NMJD12521 


ss 


calbindin 3, (vitamin D- 
dependent calcium binding 
protein), caibindin-D9K 


calbindin 3, (vitamin D-dependent calcium 
binding protein), calbindin-D9K 


3123 


1632 


NM_012717 


d,y 


calcitonin receptor-like 


calcitonin receptor-iike 


3467 


13450 


NMJ)19255 


k 


calcium channel, voltage- 
dependent, gamma subunit 1 


calcium channel, voltage-dependent, 
gamma subunit 1, calcium channel, voltage- 
dependent, gamma subunit 5, calcium 
channel, voltage-dependent, gamma 
subunit 6, voltage-dependent calcium 
channel aamma-6 subunit 


3400 


15819 


NMJ317298 


u 


calcium channel, voltage- 
dependent, L type, alpha 1D 
subunit 


EST, Moderately similar to CCAD MOUSE 
VOLTAGE-DEPENDENT L-TYPE CALCIUM 
CHANNEL ALPHA-1 D SUBUNIT 
[M.musculus], ESTs, Weakly similar to 
CCAD MOUSE VOLTAGE-DEPENDENT L- 
TYPE CALCIUM CHANNEL ALPHA-1 D 
SUBUNIT [M.musculus], Mus musculus 
sperm ion channel mRNA, complete cds, 
RIKEN cDNA 8430418G19 gene, calcium 
channel, voltage-dependent, L type, alpha 
1 D subunit 


3850 


20467 


NM_031662 


r, ee 


calcium/calmodulin-dependen 
protein kinase kinase 1, alpha 


t 

i 



8NSDOC1D: <WO 03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



273 



TABLE 2 








Attorney Docket No; 44921-5113WO 
Document No. 1926271.2 


SEQ 

ID "■■ 
NO. 


GLGC 
ID NO. 
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No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


3915 


19190 


NMJ31969 


s 


calmodulin 1 calmodulin 1 
(phosphorylase kinase, delta) 


calmodulin 1, calmodulin 1 (phosphorylase 
kinase, delta), calmodulin 2, calmodulin 2 
(phosphorylase kinase, delta), calmodulin 3, 
calmodulin-like 3, centrin 1, centrin, EF- 
hand protein, 1, expressed sequence 
AI327027, expressed sequence AL024000, 
tmnonin C fast skelfttal 


3915 


19193 


NM_031969 


I, dd 


calmodulin 1, calmodulin 1 
(phosphorylase kinase, delta) 


RIKEN cDNA 231 0068022 gene, 
calmodulin 1, calmodulin 1 (phosphorylase 
kinase, delta), calmodulin 2, calmodulin 2 
(phosphorylase kinase, delta), calmodulin 3, 
calmodulin-like 3, centrin 1, centrin, EF- 
hand protein, 1, expressed sequence 
AI327027, expressed sequence AL024000, 
troponin C, fast skeletal 


3915 


19195 


NM_031969 


c 


calmodulin 1, calmodulin 1 
(phosphorylase kinase, delta) 


RIKEN cDNA 2310068022 gene, 
calmodulin 1, calmodulin 1 (phosphorylase 
kinase, delta), calmodulin 2, calmodulin 2 
(phosphorylase kinase, delta), calmodulin 3, 
calmodulin-like 3, centrin 1, centrin, EF- 
hand protein, 1, expressed sequence 
AI327027, expressed sequence AL024000, 
troponin C, fast skeletal 


3915 


19196 


NM_031969 


rr 


calmodulin 1, calmodulin 1 
(phosphorylase kinase, delta) 


RIKEN cDNA 2310068022 gene, 
calmodulin 1, calmodulin 1 (phosphorylase 
kinase, delta), calmodulin 2, calmodulin 2 
(phosphorylase kinase, delta), calmodulin 3, 
calmodulin-like 3, centrin 1, centrin, EF- 
hand protein, 1 , expressed sequence 
AI327027, expressed sequence AL024000, 
troponin C, fast skeletal 


3915 


25802 


NMJ31969 


c,x 


calmodulin 1, calmodulin 1 
(phosphorylase kinase, delta) 


RIKEN cDNA 2310068022 gene, 
calmodulin 1, calmodulin 1 (phosphorylase 
kinase, delta), calmodulin 2, calmodulin 2 
(phosphorylase kinase, delta), calmodulin 3, 
calmodulin-like 3, centrin 1, centrin, EF- 
hand protein, 1 , expressed sequence 
AI327027, expressed sequence AL024000, 
troponin C.fast skeletal 
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SEQ 

ID 

NO. 



GLGC 
ID NO. 



GenBank 
Acc. or p , 
RefSeq ID 

No. "I ■ 



Model Code 



Human Homologous Gene 
Name 



Human Homologous Cluster Title 



3058 



20518 NM.012518 



2971 



3435 



6963 



L18889 



20863 



NMJ)19152 



3852 



23656 



3325 



4383 



21538 



17078 



4383 



484 



3954 



17079 



e, nn 



calmodulin 3, calmodulin 3 
(phosphorylase kinase, delta) 



NMJ)31673 



bb 



NM_017116 



gg, hh 



U53859 



U53859 



1190 



1187 



AA875089 



NM_053295 



calnexin 



calpain 1, calpain 1, (mu/l) 
large subunit 



RIKEN cDNA 2310068022 gene, 
calmodulin 1 f calmodulin 1 (phosphorylase 
kinase, delta), calmodulin 2, calmodulin 2 
(phosphorylase kinase, delta), calmodulin 3, | 
calmodulin-like 3, centrin 1, centrin, EF- 
hand protein, 1 , expressed sequence 
|AI327027, expressed sequence AL024000, 
i troponin C, fast skeletal 



ESTs, Weakly similar to CAN1.MOUSE 
CALPAIN 1, LARGE [CATALYTIC] 
SUBUNIT (CALCIUM-ACTIVATED 
NEUTRAL PROTEINASE) (CANP) (MU- 
TYPE) [M.musculus], calpain 1, calpain 11, 
|small optic lobes homolog (Drosophila) 



calpain 10 



calpain 2, calpain 2, (m/ll) 
large subunit 



RIKEN cDNA 2600002E23 gene, calpain 
12, calpain 2, calpain 2, (m/ll) large subunit 



calpain, small subunit 1 



calpain, small subunit 1 



EST, Moderately similar to CAN3 MOUSE 
CALPAIN P94, LARGE [M.musculus], ESTs,| 
Weakly similar to A551 43 calpain (EC 
3.4.22.17) light chain - rat (fragment) 
[R.norvegicus], Mus musculus, Similar to 
grancalcin, EF-hand calcium binding 
protein, clone MGC:29240 IMAGE:5044040,| 
mRNA, complete cds, RIKEN cDNA 
2310005G05 gene, calpain 3, calpain, small | 
subunit 1, expressed sequence AI323605, 
sorcin 



EST, Moderately similar to CAN3 MOUSE 
CALPAIN P94, LARGE [M.musculus], ESTs.j 
Weakly similar to A551 43 calpain (EC 
3.4.22.17) light chain - rat (fragment) 
[R.norvegicus], Mus musculus, Similar to 
grancalcin, EF-hand calcium binding 
protein, clone MGC:29240 IMAGE:5044040,| 
mRNA, complete cds, RIKEN cDNA 
2310005G05 gene, calpain 3, calpain, small | 
subunit 1 , expressed sequence AI323605, 
sorcin 



calpastatin 



lESTs, Moderately similar to ICAL_HUMAN 
CALPAIN INHIBITOR [H.sapiens], 
calpastatin 



calpastatin 



lESTs, Moderately similar to ICAL_HUMAN 
CALPAIN INHIBITOR [H.sapiens], 
i calpastatin ._ 
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Human Homologous Gene 
Name ,-; " 


Human Homologous Cluster Title 


3489 


23491 


NMJM93S9 


k,v 


calponin 3, acidic 


ESTs, Moderately similar to CALPONIN H1, 
SMOOTH MUSCLE [M.musculusl, calponin 
1, calponin 2, calponin 3, acidic 


3329 


169 


NMJM7131 


f 


caisequestrin 2, caisequestrin 
2 (cardiac muscle) 


ESTs, Highly similar to CAQS MOUSE 
CALSEQUESTRIN, SKELETAL MUSCLE 
ISOFORM PRECURSOR [M.musculus], 
ESTs, Moderately similar to CAQC_RAT 
CALSEQUESTRIN, CARDIAC MUSCLE 
ISOFORM PRECURSOR [R.norvegicus], 
caisequestrin 1, caisequestrin 1 (fast-twitch, 
skeletal muscle), caisequestrin 2, 
caisequestrin 2 (cardiac muscie) 


3310 


20649. 


NMJ317072 


b, General, 
kk, w 


carbamoyl-phosphate 
synthetase 1, carbamoyl- 
phosphate synthetase 1, 
mitochondrial 


DNA segment, Chr 1, University of 
California at Los Angeles 3, ESTs, 
Moderately similar to JQ1348 carbamoyl- 
phosphate synthase [H.sapiens], ESTs, 
Weakly similar to CPSM RAT CARBAMOYL- 
PHOSPHATE SYNTHASE [R.norvegicus], 
Mus musculus, Similar to Propionyl 
Coenzyme A carboxylase, alpha 
polypeptide, clone MGC:11973 
IMAGE:3601148, mRNA, complete cds, 
carbamoyl-phosphate synthetase 1, 
mitochondrial, carbamoyl-phosphate 
synthetase 2, aspartate transcarbamylase, 
and dihydroorotase, pyruvate decarboxylase 


3310 


20650 


NMJ)17072 


b, c, 

General, cc, 
kk, uu, w 


carbamoyl-phosphate 
synthetase 1, carbamoyl- 
phosphate synthetase 1, 
mitochondrial 


DNA segment, Chr 1 , University of 
California at Los Angeles 3, ESTs, 
Moderately similar to JQ1348 carbamoyl- 
phosphate synthase [H.sapiens], ESTs, 
Weakly similar to CPSM RAT CARBAMOYL- 
PHOSPHATE SYNTHASE [R.norvegicus], 
Mus musculus, Similar to Propionyl 
Coenzyme A carboxylase, alpha 
polypeptide, clone MGC:1 1973 
IMAGB3601 148, mRNA, complete cds, 
carbamoyl-phosphate synthetase 1, 
mitochondrial, carbamoyl-phosphate 
synthetase 2, aspartate transcarbamylase, 
and dihydroorotase, pyruvate decarboxylase 
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No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


236 


6018 


AA819140 


X 


carbonic anhydrase 3, 
carbonic anhydrase III, muscle 
specific 


ESTs, Moderately similar to 1 205233A 
anhydrase,carbonic [H.sapiens], Mus 
musculus adult male xiphoid cartilage 
cDNA, RIKEN full-length enriched library, 
done:5230400J22:carbonic anhydrase 3, 
full insert sequence, carbonic anhydrase 1, 
carbonic anhydrase 3, carbonic anhydrase 
III, muscle specific 


1465 


17065 


AI013531 


qq 


carbonyl reductase 1 


ESTs, Weakly similar to S52349 carbonyl 
reductase (NADPH) (EC 1.11.184) - rat 
[R.norvegicus], RIKEN cDNA 11 10001 J05 
gene, RIKEN cDNA A930033N07 gene, 
carbonyl reductase 1 , carbonyl reductase 3 


3441 


17064 


NMJ)19170 


uu 


carbonyl reductase 1 


ESTs, Weakly simijar to S52349 carbonyl 
reductase (NADPH) (EC 1.1.1.184) - rat 
[R.norvegicus], RIKEN cDNA 11 10001 J05 
gene, RIKEN cDNA A930033N07 gene, 
carbonyl reductase 1, carbonyl reductase 3 


74 


1680 


M799792 


gg.hh 


carboxyl ester lipase, carboxyl 
ester lipase (bile salt- 
stimulated lipase) 


ESTs, Weakly similar to BILE-SALT- 
ACTIVATED LIPASE PRECURSOR 
[M.musculus], ESTs, Weakly similar to 
S13586 triacylgiycerol lipase [H .sapiens], 
KIAA0951 protein, carboxyl ester lipase, 
carboxyl ester lipase (bile salt-stimulated 
lipase), carboxyl ester lipase-like (bile salt- 
stimulated linase-likf^ 


4166 


20879 


NM_1 33295 


j 


carboxylesterase 3 f 
carboxylesterase 3 (brain) 


ESTs, Weakly similar to A41010 
carboxylesterase [H.sapiens], Mus 
musculus, Similar to carboxylesterase 2 
(intestine, liver), clone MGC:18908 
IMAGE:4241028, mRNA, complete cds, 
Mus musculus, clone MGC:18894 
IMAGE:4239756, mRNA, complete cds, 
RIKEN CDNA2310039D24 gene, T-complex 
expressed gene 5, carboxylesterase 1, 

narhoxvlp^tpra^p 1 /mnnnnvtp/manronhanp 

serine esterase 1), carboxylesterase 3, 
carboxylesterase 3 (brain), carboxylesterase 
related protein, esterase 22 


4018 


3062 


NM.053617 


a,cc 


carboxypeptidase B2 
(plasma), carboxypeptidase 
B2 (plasma, carboxypeptidase 

m 


carboxypeptidase B2 (plasma), 
carboxypeptidase B2 (plasma, 
carboxypeptidase U) 


3152 


15035 


NM_012836 


nn 


carboxypeptidase D 


carboxypeptidase D, carboxypeptidase M 
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No. 
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Human Homologous Cluster Title 


3927 


20554 


NM J331987 


0 


carnitine 0- 
octanoyltransferase 


carnitine O-octanoyltransferase 


3927 


20555 


NMJ)31987 


0 


carnitine 0- 
dctanoyltransferase 


carnitine O-octanoyltransferase 


3813 


15411 


NM_031559 


o f y.ff 


carnitine palmitoyltransferase 
1, liver, carnitine 
palmitoyltransferase 1, liver 


ESTs, Weakly similar to CPT1 MOUSE 
CARNITINE O-PALMITOYLTRANSFERASE 
1, MITOCHONDRIAL LIVER ISOFORM 
[M.musculus], carnitine palmitoyltransferase 
1, liver, carnitine palmitoyltransferase I, liver 


3273 


20854 


NM_013200 


j, nn 


carnitine palmitoyltransferase 
1, muscle, carnitine 
palmitoyltransferase 1, muscle 


carnitine palmitoyltransferase 1, muscle, 
carnitine palmitoyltransferase I, muscle 


3273 


20856 


NM_013200 




carnitine palmitoyltransferase 
1, muscle, carnitine 
palmitoyltransferase I, muscle 


carnitine palmitoyltransferase 1, muscle, 
carnitine palmitoyltransferase I, muscle 


3182 


1977 


NMJ312930 


o, p, y, ff, xx 


carnitine palmitoyltransferase 
2, carnitine 
palmitoyltransferase II 


carnitine palmitoyltransferase 2, carnitine ! 
palmitoyltransferase II 


4017 


20243 


NM_053615 


ff 


casein kinase 1 , alpha 1 


ESTs, Weakly similar to casein kinase \ 
[M.musculus], RIKEN CDNA2610208K14 
gene, RIKEN cDNA 3300002K07 gene, 
casein kinase 1 , alpha 1 , casein kinase 1 , 
delta 


3179 


776 


NM_012922 


u 


caspase 3, apoptosis related 
cysteine protease, caspase 3, 
apoptosis-related cysteine 
protease 


Mus musculus 13 days embryo head cDNA, 
RIKEN full-length enriched library, 
clone:311 005901 7;caspase 3, apoptosis 
related cysteine protease, full insert 
sequence, caspase 3, apoptosis related 
cysteine protease, caspase 3, apoptosis- 
related cvsteine orotease. casoase 8 


3179 


777 


NM_012922 


z 


caspase 3, apoptosis related 
cysteine protease, caspase 3, 
apoptosis-related cysteine 
protease 


Mus musculus 13 days embryo head cDNA, 
RIKEN full-length enriched library, 
clone:3110059O17:caspase 3, apoptosis 
related cysteine protease, full insert 
sequence, caspase 3, apoptosis related 
cysteine protease, caspase 3, apoptosis- 
related cysteine Dmtease. casoase 8 


3887 


16115 


NM_031775 


bb 


caspase 6, caspase 6, 
apoptosis-related cysteine 
protease 


caspase 6, caspase 6, apoptosis-related ! 
cysteine protease 


3059 


15740 


NM_012520 


P 


catalase, catalase 1 


catalase, catalase 1 i 


3059 


15741 


NM_012520 


o, General, 
bb 


catalase, catalase 1 


catalase, catalase 1 


3061 


11115 


NM_012531 


1, nn 


catechol-O-methyltransferase 


RIKEN cDNA 633041 4C1 5 gene, catechol- 
O-methyltransferase 


3061 


11116 


NMJ)12531 


nn 


catechol-O-methyltransferase 


RIKEN cDNA 6330414C15 gene, catechol- 
O-methyltransferase 
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SEQ C 
ID I 
NO. 


5LGC ( 
DNO. / 
F 
I 


SenBank ^ 
ice. or ; 
tefSeqID 
to. 


flodel Code * 

• '-; r 


iuman Homologous Gene h 
Jame ' . ' 


luman HomoIogbus Cluster Title 


3185 £ 


)109 f 


slM_012939 I 


General c 


:athepsin H E 

( 
1 
c 


ESTs, Weakly similar to CAThLRAT 
3ATHEPSIN H PRECURSOR (CATHEPSIN 
33) (CATHEPSIN BA) [R.norvegicus], 
:athepsin H, cathepsin W, cathepsin W 
[lymphopain), expressed sequence 
M1 18514 


3256 : 


3430 ! 


\1M_013156 < 

( 


g, General, < 
30, pp, uu 


sathepsin L 


ESTs, Weakly similar to CATL MOUSE 
CATHEPSIN L PRECURSOR [M.musculus], 
RIKEN cDNA 4930486L24 gene, cathepsin 
L, expressed sequence AA408230 


3256 


3431 


NMJ)13156 


z, cc 


cathepsin L 


ESTs, Weakly similar to CATL MOUSE 
CATHEPSIN L PRECURSOR [M.musculus], 
RIKEN cDNA 4930486L24 gene, cathepsin 
L, expressed sequence AA408230 


3649 


21238 


NMJ324125 


t,ff 


CCAAT/enhancer binding 
protein (C/EBP), beta 


CCAAT/enhancer binding protein (C/EBP), 
beta 


3649 


21239 


NM.024125 


d. I,z 


CCAAT/enhancer binding 
protein (C/EBP), beta 


CCAAT/enhancer binding protein (C/EBP), 
beta 


3254 


21683 


NMJ313154 


d.g 


CCAAT/enhancer binding 
protein (C/EBP), delta 


CCAAT/enhancer binding protein (C/EBP), 
delta 


3806 


16047 


NM_031541 


j, General, II 


CD36 antigen (collagen type 1 
receptor, thrombospondin 
receptor)-like 1, scavenger 
receptor class B1 


CD36 antigen (collagen type I receptor, 
thrombospondin receptor)-like 1, scavenger 
receptor class B1 


3814 


18315 


NMJ)31561 


0 


CD36 antigen, CD36 antigen 
(collagen type I receptor, 
thrombospondin receptor) 


CD36 antigen, CD36 antigen (collagen type 
I receptor, thrombospondin receptor) 


3814 


18316 


NM.031561 


0 


CD36 antigen, CD36 antigen 
(collagen type 1 receptor, 
thrombospondin receptor) 


CD36 antigen, CD36 antigen (collagen type 
I receptor, thrombospondin receptor) 


3814 


18317 


NM_031561 


0 


CD36 antigen, CD36 antigen 
(collagen type 1 receptor, 
thrombospondin receptor) 


CD36 antigen, CD36 antigen (collagen type 
I receptor, thrombospondin receptor) 


3814 


18318 


NMJ)31561 




CD36 antigen, CD36 antigen 
(collagen type 1 receptor, 
thrombospondin receptor) 


CD36 antigen, CD36 antigen (collagen type 
I receptor, thrombospondin receptor) 


3814 


18319 


NM.031561 


6 


CD36 antigen, CD36 antigen 
(collagen type 1 receptor, 
thrombospondin receptor) 


CD36 antigen, CD36 antigen (collagen type 
I receptor, thrombospondin receptor) ; 


3814 


25139 


NM_031561 


0 


CD36 antigen, CD36 antigen 
(collagen type 1 receptor, 
thrombospondin receptor) 


CD36 antigen, CD36 antigen (collagen type 
I receptor, thrombospondin receptor) 


3447 


22065 


NMJ)19195 


bb, nn 


CD47 antigen (Rh-related 
antigen, integrin-associated 
signal transducer), integrin- 
associated protein 


CD47 antigen (Rh-related antigen, integrin- 
associated signal transducer), RIKEN cDNA 
1700026J12 gene, integrin-associated 
Drotein 
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'■j 


Human Homologous Gene : ' ; I 
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Human Homologous Cluster Title 


3181 


2830 


NM.012925 


I. P. nn 


CD59 antigen p18-20 (antigen 
dentified by monoclonal 
antibodies 16.3A5, EJ16, 
EJ30, EL32 and G344), 
CD59a antiaen 




3326 


1435 


NMJ17125 


I, cc, rr 


CD63 antigen (melanoma 1 
antigen), Cd63 antigen 


CD63 antigen (melanoma 1 antigen), Cd63 
antigen, EST, Weakly similar to CD63 
MOUSE CD63 ANTIGEN [M.musculus], 
ESTs, Weakly similar to CD63_RAT CD63 
antigen (AD1 antigen) [Rnorvegicus], Mus 
musculus, clone MGC:36554 
IMAGE:4954874. mRNA, complete cds, 
RIKEN cDNA 1300010A20 gene, expressed 
sequence C75951, expressed sequence 
C80071, transmembrane 4 superfamily 

mpmhor 9 


4039 


10512 


NM_053743 


k, mm 


CDC37 cell division cycle 37 
homolog (S. cerevisiae), cell 
division cycle 37 homolog (S. 
cerevisiae) 


CDC37 cell division cycle 37 homolog (S, 
cerevisiae), cell division cycle 37 homolog 
(S. cerevisiae), cell division cycle 37 
homoloq (S. cerevisiaeMike 


4020 


1178 


NM_053620 


II 


CDC42 binding protein kinase 
beta (DMPK-like), Cdc42 
binding protein kinase beta 


CDC42 binding protein kinase beta (DMPK- 
like), DNA segment, Chr X, Immunex 40, 
expressed, ESTs, Highly similar to Cdc42- 
binding protein kinase beta [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to Cdc42-binding protein kinase 
beta [Rattus norvegicus] [R..norvegicus], 
RIKEN cDNA 1190006F07 gene, dystrophia 
myotonica kinase, B15 


3990 


2016 


NMJJ53527 


d 


CDC5 cell division cycle 5-like 
(S. pombe), eel! division cycle 
5-like (S. pombe) 


cell division cycle 5-like (S. pombe), 
myeloblastosis oncogene-like 1 , 
myeloblastosis oncogene-like 2, v-myb 
myeloblastosis viral oncogene homolog 
(avian), v-myb myeloblastosis viral 
oncoaene homoloa (avian Vlike 2 


3880 


13186 


NM_031755 


n 


CEA-related cell adhesion 
molecule 1, carcinoembryonic 
antigen-related cell adhesion 
molecule 1 (biliary 
glycoprotein) 


carcinoembryonic antigen-related cell 
adhesion molecule 1 (biliary glycoprotein), 
carcinoembryonic antigen-related cell 
adhesion molecule 5, carcinoembryonic 
antigen-related cell adhesion molecule 6 
(non-specific cross reacting antigen), 
carcinoembryonic antigen-related cell 
adhesion molecule 8, pregnancy specific 
beta-1 -glycoprotein 2, pregnancy specific 
hPita-1 -alvr.nnmteia.4 
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no. 
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Human Homologbus Cluster Title 


73 


13683 


AA799788 


s 


cell division cycle 34 


ESTs, Highly similar to A41 222 ubiquitin- 
protein ligase [H.sapiens], ESTs, Weakly 
similar to UBC2JHUMAN UBIQUITIN- 
CONJUGATING ENZYME E2-17 KD 
[M.musculus], RIKEN cDNA 261 0301 N02 
gene, cell division cycle 34, expressed 
sequence AI327276, ubiquitin-conjugating 
enzyme E2B, RAD6 homology (S. 
cerevisiae), ubiquitin-conjugating enzyme 


2979 


13682 


L38482 


p 


cell division cycle 34 


ESTs, Highly similar to A41 222 ubiquitin- 
protein ligase [H.sapiens], ESTs, Weakly 
similar to UBC2_HUMAN UBIQUITIN- 
CONJUGATING ENZYME E2-17 KD 
[M.musculus], RIKEN cDNA 261 0301 N02 
aene cell division cvcle 34 exnresspd 
sequence AI327276, ubiquitin-conjugating 
enzyme E2B, RAD6 homology (S. 
cerevisiae), ubiquitin-conjugating enzyme 


2465 


22845 


AI227887 


t 


cell division cycle 42 (GTP 
binding protein, 25kD), cell 
division cycle 42 homolog (S. 
cerevisiae) 


RIKEN CDNA 4930544G11 gene, RIKEN 
cDNA 583Q400A04 gene, cell division cycle 
42 (GTP binding protein, 25kD), plysia ras- 
related homolog A2, ras homolog 9 (RhoC), 
ras homolog A2, ras homolog gene family, 
member C 


3062 


16520 


NMJM2532 


b,u 


ceruloplasmin, ceruloplasmin 
(ferroxidase) 


DNA segment, Chr 3, ERATO Doi 555, 
expressed, EST, Highly similar to 
FA8_HUMAN COAGULATION FACTOR VIII 
PRECURSOR [H.sapiens], ESTs, Weakly 
similar to CERU MOUSE 
CERULOPLASMIN PRECURSOR 
[M.musculus], ESTs, Weakly similar to 
CERUJW CERULOPLASMIN 
PRECURSOR (FERROXIDASE) 
fR norvenicusl FST^ WpaHv similar fn 

[i \.i iui vt-yiouoj, LOlo, VVCCMViy OH 111101 IVJ 

KUHU ferroxidase [H.sapiens], 
ceruloplasmin, ceruloplasmin (ferroxidase), 
coagulation factor VIII, procoagulant 


3362 


5005 


NMJ17209 


n 


CGI-63 protein, nuclear 
receptor binding factor 1 


Mus musculus, Similar to vesicle amine 
transport protein 1, clone MGC:38107 
IMAG&5320239, mRNA, complete cds, 
dithiolethione-inducible gene-1, nuclear 
receptor binding factor 1, vesicle amine 
transDOrt orotein 1 


3871 


19049 


NML031719 


e 


chloride channel, nucleotide- 
sensitive, 1A 


chloride channel, nucleotide-sensitive, 1 A 
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No. 
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Hu^an Homologous Gene 
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Human Homologous Cluster Title 


3871 


19050 


NM_031719 




chloride channel, nucleotide- 
sensitive, 1A 


chloride channel, nucleotide-sensitive, 1 A 


3901 


10676 


NMJ)31818 


t 


chloride intracellular channel 
4, chloride intracellular 
channel 4 (mitochondrial) 


EST X83352, ESTs, Weakly similar to 
intracellular chloride ion channel protein 
p64H1 [Rattus norvegicus] [R.norvegicus], 
RIKEN cDNA 5730531 E1 2 gene, chloride 
intracellular channel 1, chloride intracellular 
channel 4 (mitochondrial! I 


3260 


447 


NMJM3165 


tt 


cholecystokinin B receptor 


cholecystokinin B receptor 


3328 


1305 


NMJ17127 


00 


choline kinase 


Mus musculus 13 days embryo head cDNA, 
RIKEN full-length enriched library, 
clone:3110043M12:choline kinase, full insert 
sequence, choline kinase, hypothetical 
Drotein FLJ10761 


3328 


1306 


NM_017127 


f, I, General, 
kk, qq, vv 


choline kinase 


Mus musculus 13 days embryo head cDNA, 
RiKEN full-length enriched library, 
done:3110043M12:choline kinase, full insert 
sequence, choline kinase, hypothetical 
Drotein FLJ10761 


3352 


3512 


NM_017177 


d, o, q, v, dd 


choline kinase-like 


EST, Weakly similar to KICE MOUSE 
CHOLINE/ETHANOLAMINE KINASE 
[M.musculus], ESTs, Weakly similar to 
KICE_RAT Choline/ethanolamine kinase 
[Includes: Choline kinase (CK); 
Ethanolamine kinase (EK)] [R.norvegicus], 
Homo sapiens, Similar to hypothetical 
protein FLJ1 0761, clone MGC:19512 
IMAGE:4329734, mRNA, complete cds, 
RIKEN CDNA-4930555L11 gene, choline 
kinase-like, ethanolamine kinase, expressed 

copnonpo A|1Q7J44 


3352 


3513 


NM.017177 


d, n, dd 


choline kinase-like 


EST, Weakly similar to KICE MOUSE 
CHOLINE/ETHANOLAMINE KINASE 
[M.musculus], ESTs, Weakly similar to 
KICE_RAT Choline/ethanolamine kinase 
[Includes: Choline kinase (CK); 
Ethanolamine kinase (EK)] [R.norvegicus], 
Homo sapiens, Similar to hypothetical 
protein FU10761, clone MGC:19512 
IMAGE:4329734, mRNA, complete cds, 
RIKEN CDNA4930555L11 gene, choline 
kinase-like, ethanolamine kinase, expressed 

conijorwi AI1P7444 


3821 


1444 


NMJ331583 


WW 


chondroitin sulfate 
proteoglycan 6, chondroitin 
sulfate proteoglycan 6 
(bamacan) 


SMC2 structural maintenance of 
chromosomes 2-like 1 (yeast), chondroitin 
sulfate proteoglycan 6, chondroitin sulfate 
proteoglycan 6 (bamacan), fibroblast growth 
factor inducible 16 
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SEQ C 
ID 1 
NO. 


5LGG C 
D NO. / 

1 

• r 


SenBank I 
tec. or/ 
tefSeq ID 

to. . 


/lodel Code F 


iumari Homologous Gene Y 
Jarne 


iuman Homologous Cluster Title 




(VfD I 


ML031974 I 


, General, c 
dc, II, ss 


tethrin, light polypeptide (Lea) \ 

( 
1 
> 


■i.sapiens ciathrin light chain a gene, 
ilathrln, light polypeptide (Lea), ciathrin, 
ight polypeptide (Lcb), expressed sequence 
W026556 


3862 ' 


13706 1 


slM_031699 5 


>S ( 


:laudin 1 ! 

i 
< 

-• 


ESTs, Weakly similar to claudin 1 [Rattus 
icrvegicus] [R.norvegicus], Homo sapiens, 
;lone MGC:23949 IMAGE:4243903, mRNA, 
complete cds, Mus musculus claudin 19 
mRNA, complete cds, claudin 1, claudin 18 


3863 


20404 


NM_031700 


General 


claudin 3 


claudin 3 


3863 


20405 


NM_031700 


a, I, General, 
cc, ss 


claudin 3 


claudin 3 


3630 


24838 


NM_022924 


tt 


coagulation factor II, 
coagulation factor 11 (thrombin) 


coagulation factor II, coagulation factor II 
i thrombin) 


3006 


25430 


M26247 


P 


coagulation factor IX, 
coagulation factor IX (plasma 
thromboplastic component, 
Christmas disease, hemophilia 
B) 




3335 


10503 


NM_017143 


a x. dd 


coagulation factor X 


ESTs, Weakly similar to 220931 1 A 
coagulation factor X [Rattus norvegicus] 
[R.norvegicus], ESTs, Weakly similar to FA7 
MOUSE COAGULATION FACTOR VII 
PRECURSOR [M.musculus], coagulation 
factor X, proline-rich Gla (G- 
carboxyglutamic acid) polypeptide 1, proline- 
rich Gla (G-carboxyglutamic add) 

nnlunAntlriA 9 


3335 


10504 


NM_017143 


d, dd 


coagulation factor X 


ESTs, Weakly similar to 2209311A 
coagulation factor X [Rattus norvegicus] 
[R.norvegicus], ESTs, Weakly similar to FA7 
MOUSE COAGULATION FACTOR VH 
PRECURSOR [M.musculus], coagulation 
factor X, proline-rich Gla (G- 
carboxyglutamic acid) polypeptide 1, proline- 
rich Gla (G-carboxyglutamic acid) 
nnlvrrantidfi ? 


4136 


19831 


NMJ80781 


b. q, x, dd 


coatomer protein complex, 
subunlt beta, coatomer protein 
complex, subunit beta 1 


coatomer protein complex, subunit beta, 
coatomer protein complex, subunit beta 1 


2712 


2241 


AI235500 


ss 


cofilin 1 (non-muscle), cofilin 1 
non-muscle 


, cofilin 1 (non-muscle), cofilin 1, non-muscle, 
cofilin 2 (muscle), cofilin 2, muscle, 
expressed sequence AW987265 
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NO. 
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3337 


15364 


NMJ317147 


j 


cofilin 1 (non-muscle), cofilin 1, 
non-muscle 


cofilin 1 (non-muscle), cofilin 1, non-muscle, 
cofilin 2 (muscle), cofilin 2, muscle, 
expressed sequence AW987265 


2890 


16610 


D28557 


n, Genera^ 
oo, nr 


cold shock domain protein A 


Mus musculus 10 days embryo whole body 
cDNA, RIKEN full-length enriched library, 
clone:261 020511 9: Y box protein 1, full insert 
sequence, Mus musculus Y-box binding 
protein (oxyR) mRNA, partial cds, cold 
shock domain Drotein A 


4484 


15569 


Z78279 


bb 


collagen, type I, alpha 1, 
procollagen, type I, alpha 1 


EST, Weakly similar to CA1 1JHUMAN 
COLLAGEN ALPHA 1(1) CHAIN 
PRECURSOR [H.sapiens], EST, Weakly 
similar to PROCOLLAGEN ALPHA 1 (I) 
CHAIN PRECURSOR [M.musculus], ESTs, 
Weakly similar to CA1 1_HUMAN 
COLLAGEN ALPHA 1(1) CHAIN 
PRECURSOR [H.sapiens], ESTs, Weakly 
similar to PROCOLLAGEN ALPHA 1(1) 
CHAIN PRECURSOR [M.musculus], F-box 
only protein 29, Mus musculus, Similar to 
RIKEN cDNA 1 700051 11 2 gene, clone 
MGC:28741 IMAGE:4481590, mRNA, 
complete cds, collagen, type IV, alpha 3 
(Goodpasture antigen), expressed 
sequence AW742721 , procollagen, type I, 
alpha 1, procollagen, type IV, alpha 1, 
procollagen, type IV, alpha 4, procollagen, 
type IV, alpha 5, procollagen, type VI, alpha 


572 


21674 


AA891828 


jj 


collagen, type I, alpha 2, 
procollagen, type I, alpha 2 


F-box only protein 29, Mus musculus, clone 
IMAG&5323568, mRNA, partial cds, 
collagen, type VI, alpha 3, procollagen, type 
1, alpha 2, prostate tumor over expressed 
gene 1, retinoblastoma binding protein 1 


420 


2263 


AA859757 


e 


collagen, type V, alpha 1, 
procollagen, type V, alpha 1 


EST, Weakly similar to CGHU1V collagen 
alpha 1(V) chain precursor [H.sapiens], 
Homo sapiens cDNA FLJ30442 fis, clone 

DD APPOnnQOI O Unmn ooniono r\rr\linn rink 

DrvMotzuuyz i z, riomo sapiens proime-ncn 
acidic protein mRNA, complete cds, Mus 
musculus, clone IMAGE:3490511, mRNA, 
partial cds, collagen, type V, alpha 1, 
collagen, type XI, alpha 1, endoplasmic 
reticulum chaperone SIL1, homolog of 
yeast hypothetical protein MGC2705, 
procollagen, type V, alpha 1, procollagen, 
type V, alpha 3, procollagen, type XI, alpha 
1 . 
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SEQ < 
ID I 
NO. 
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I 


3enBank 1 
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Mo, 
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-luman Homologous Gene 1 
siame * : y; 

•V 
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3474 


1129 I 


MM_019274 ! 


in < 


oollagen-like tail subunit < 
[single strand of homotrimer) 
of asymmetric 
acetylcholinesterase 

. 


3SR1 protein, EST, Weakly similar to CA1B 
VIOUSE COLLAGEN ALPHA 1(XI) CHAIN 
PRECURSOR [M.musculus], ESTs, Weakly 
similar to CA17_HUMAN COLLAGEN 
ALPHA 1(VII) CHAIN PRECURSOR 
H.sapiens], collagen-like tail subunit (single 
strand of homotrimer) of asymmetric j 
acetylcholinesterase \ 


3469 


15259 


NMJ)19259 


rr 


complement component 1, q 
subcomponent binding protein 


complement component 1, q subcomponent 
binding protein 








nn 


rnmnlomanf mmnnnon^ *1 n 

coiiipicniciu Luiiijjui iciu i , l| 
subcomponent, beta 
polypeptide 




3287 


1958 


NMJ316994 


b, General, 
uu, w 


complement component 3 


EST, Weakly similar to C03_RAT 
COMPLEMENT C3 PRECURSOR 
[CONTAINS: C3A ANAPHYLATOXIN] 
[R.norvegicus], complement component 3, 
complement component 4 (within H-2S), 
complement component 4A, complement 
component 4B, expressed sequence 
A1663R42. hfimnlvtin comnlpmfint 


0007 




nwmji oyy4 


f, u, uu 


CuiTIJJicItieiU UUUIfJUl lei 11 O 


F^T W^aklv similar to C03 RAT 
COMPLEMENT C3 PRECURSOR 
[CONTAINS: C3A ANAPHYLATOXIN} 

fD nrm/onir»i id rrMnnlomont rnmnnnpnt *^ 

[r\.nor Vcyicuoj, uuinjjiciiiciiitfUiiipuiiciii o, 
complement component 4 (within H-2S), 
complement component 4A, complement 
component 4B, expressed sequence 
AIRB3842. hemnlvtin comnlfiment 


163 


15852 


AA800942 


aa. hh 


complement component 4 
(within H-2S), complement 
component 4B 


complement component 4 (within H-2S), 
complement component 4A 


4377 


15851 


U42719 


w 


complement component 4 
(within H-2S), complement 
component 4B 


complement component 4 (within H-2S), 
complement component 4A 


328i3 


1561 


NMJM6995 


d, v, uu 


complement component 4 ' 
binding protein, beta, 
complement component 4 
binding protein, pseudogene 1 


complement component 4 binding protein, 
beta 
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No. 
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1 \ . _ . .. 


3057 


563 


NMJJ12516 


I, w 


complement component 4 
binding protein, complement 
component 4 binding protein, 
alpha 


ESTs, Moderately similar to NBHUC4 C4b- 
binding protein alpha chain precursor 
Hsapiens], complement component 
3d/Epstein Barr virus) receptor 2, 
complement component 4 binding protein, 
complement component 4 binding protein, 
alpha, complement receptor 2, decay- 
accelarating factor, expressed sequence 

AI1Q5?zt9 7nna nfillnriria 3 nv*mtnr 


4019 


926 


NM_053619 


g 


complement component 5 
receptor 1 (C5a ligand), 
complement component 5, 
receptor 1 


ESTs, Weakly similar to GPRY_MOUSE 
PROBABLE G PROTEIN-COUPLED 
RECEPTOR GPR34 [M.musculus], 
complement component 5 receptor 1 (C5a 
ligand), complement component 5, receptor 
1 


3845 


1727 


NMJ)31642 


r,tt 


core promoter element binding 
protein 


DNA segment, Chr 12, ERATO Doi 427, 
expressed, EST, Moderately similar to core 
promoter element binding protein [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to core promoter element binding 
protein [Rattus norvegicus] [R.norvegicus], 
Kruppel-like factor 7 (ubiquitous), core 
promoter element binding protein 


3453 


15348 


NM_019222 


k, m 


coronin, actin binding protein 
1B, coronin, actin-binding 
protein, 1B 


ESTs, Moderately similar to C01 B_RAT 
Coronin 1B (Coronin 2) [R.norvegicus], 
coronin 6, coronin, actin binding protein 1B, 
coronin, actin binding protein 1 C, coronin, 
actin binding-protein, 1C, hypothetical 
Drotein DKFZd762I166 


3320 


6013 


NM_017096 


e, w, rr, w 


Oreactive protein, pentraxin- 
related, C-reactive protein, 
petaxin related 


C-reactive protein, petaxin related, Homo 
sapiens, Similar to C-reactive protein, 
pentraxin-related, clone MGC:22631 
IMAGE:4766715. mRNA. complete cds 


• 3063 


20357 


NMJM2534 


P, bb 


crystallin, alpha A 


crystallin, alpha A, expressed sequence 
AI323437 
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ID 
NO. 
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ID NO. 


GenBank 
Ace or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
sjame 


Human Homologous Cluster Title; 


3184 


13723 


NM_012935 


u 


crystallin, alpha B 


ESTs, Moderately similar to T46637 
transcription factor 1 , neural - rat 
Rnorvegicus], ESTs, Weakly similar to 
A35804 nucleolin [H. sapiens], ESTs, 
Weakly similar to alpha-crystallin chain B 
M.musculus], Homo sapiens mRNA; cDNA 
DKFZp434E0922 (from clone 
DKFZp434E0922), Mus musculus 10, 1 1 
days embryo whole body cDNA, RIKEN full- 
length enriched library, 
clone:281 000311 8:myelin transcription factor 
1-like, full insert sequence, crystallin, alpha 
B, myelin transcription factor 1-like, 


3448 


18572 




PP." 


u-ierminai Dinomg protein i 


Lr-iermmai Dmaing protein i , no mo sapiens 
mRNA; cDNA DKFZp434B0914 (from clone 
DKFZo434B091 4); partial cds 


1094 


24230 


AA957218 


ii 


cyclin D1, cyclin D1 (PRAD1: 
parathyroid adenomatosis 1) 


EST, Moderately similar to JC2342 cyclin 
D1 - rat [R.norvegicus], cyclin D1, cyclin D1 
(PRAD1: parathyroid adenomatosis 1) 


3180 


20755 


NMJ512923 


m,u 


cyclin G, cyclin G1 


ESTs, Weakly similar to CGG1_RAT Cyclin 
G1 (Cyclin G) [R.norvegicus], cyclin G, 
CyClin o£, cvciin 1 [ 


4137 


132 


NM.080782 


I!, tt 


cyclin-dependeht kinase 
inhibitor 1A (P21), cyclin- 
dependent kinase inhibitor 1A 
(P21.UP1) 




4137 


133 




— ii 

P, Hi ss 


cycuri-ucpcnueiii wiidbc 
inhibitor 1A(P21), cyclin- 
dependent kinase inhibitor 1 A 
(D21, Olpl) 




3468 


7693 


NM 019258 


y 


cvstatin 8 (cvstatin-related 
epididymal specific), cystatin 8 
(cystatin-related epididymal 
spermatoaenic) 


RIKEN cDNA 1700006C19 gene, cystatin 8 
(cystatin-related epididymal specific), 
cystatin 8 (cystatin-related epididymal 
spermatoaenic) 


3153 


2853 


NMJD12838 


j.i. qq 


cystatin B, cystatin B (stefin B 


cystatin B, cystatin B (stefin B) 


3153 


2854 


NM_012838 


j, 1, General, 

CC, IT 


cystatin B, cystatin B (stefin B'i 


cystatin B f cystatin B (stefin B) 


3153 


2855 


NM 012838 


I, cc 


cystatin B, cystatin B (stefin B) 


cystatin B, cystatin B (stefin B) 
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SEQ 

ID. 
NO. 
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ID NO. 


GenBank »' 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title . 


2570 


24326 


AI231292 


a, I, 

General, cc, 

qq 


cystatin C, cystalin C (amyloid 
angiopathy and cerebral 
hemorrhage) 


ESTs, Moderately similar to CYTC MOUSE 
CYSTATIN C PRECURSOR [M.musculus], 
ESTs, Weakly similar to CYTC MOUSE 
CYSTATIN C PRECURSOR [M.musculus], 
RIKEN cDNA 111001 7E11 gene, RIKEN 
cDNA 92301 01 F08 gene, cystatin C, 
cystatin C (amyloid angiopathy and cerebral 
hemorrhage), cystatin D, cystatin S, cystatin 
SA, cystatin SN 


2570 


24327 


AI231292 


h,l,rr 


cystatin C f cystatin C (amyloid 
angiopathy and cerebral 
hemorrhage) 


ESTs, Moderately similar to CYTC MOUSE 
CYSTATIN C PRECURSOR [M.musculus], 
ESTs, Weakly similar to CYTC MOUSE 
CYSTATIN C PRECURSOR [M.musculus], 
RIKEN cDNA 1110017E11 gene, RIKEN 
cDNA 92301 01 F08 gene, cystatin C, 
cystatin C (amyloid angiopathy and cerebral 
hemorrhaael cvstatin D cvstatin S cvstatin 
SA, cystatin SN 


3574 


2515 


NM_022501 


WW 


cysteine and glycine-rich 
protein 2, cysteine-rich protein 
2 


RIKEN cDNA 061 001 0I23 gene, cysteine- 
rich protein 2, thymus LIM protein 


4378 


19543 


U44948 


WW 


cysteine and glycine-rich 
protein 2, cysteine-rich protein 
2 


RIKEN cDNA 0610010123 gene, cysteine- 
rich protein 2, thymus LIM protein 


3950 


25024 


NMJ)52809 


b, o, vv 


cysteine dioxygenase 1, 
cytosolic, cysteine 
dioxygenase. type I 


cysteine dioxygenase 1, cytosolic, cysteine 
dioxygenase, type I 


3950 


15028 


NM.052809 


b, qq, w 


cysteine dioxygenase 1, 
cytosolic, cysteine 
dioxygenase, type I 


cysteine dioxygenase 1, cytosbiic, cysteine 
dioxygenase, type 1 


3360 


14694 


NM_017202 


ff 


cytochrome c oxidase subunit 
IV isoform 1, cytochrome c 
oxidase, subunit IVa 


EST, Weakly similar to COX4.HUMAN 
CYTOCHROME C OXIDASE 
POLYPEPTIDE IV PRECURSO [H.sapiens], 
ESTs, Moderately similar to COX4_HUMAN 
CYTOCHROME C OXIDASE 
POLYPEPTIDE IV PRECURSO [H.sapiens], 
cytochrome c oxidase subunit IV isoform 1 , 
cytochrome c oxidase, subunit IVa 


3983 


21866 


NM_053472 


s 


cytochrome c oxidase subunit 
IV isoform 2, cytochrome c 
oxidase, subunit IVb 


cytochrome c oxidase subunit IV isoform 2, 
cytochrome c oxidase, subunit IVb 


1940 


23574 


AI104520 . 


II 


cytochrome c oxidase subunit 
Via polypeptide 1, cytochrome 
c oxidase, subunit VI a, 
DolvpeDtide 1 
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SEQ I 
ID 

no: 


SLGC I 
D NO. j 


SenBank I 
kcc. or 
RefSeq ID 
Mo. 


Vlode! Code I 

\. " • -I 


-luman Homologous Gene 
tome 


Human Homologous Cluster Title 

• > '■ ' ' " " ••: .".'"* '* ■ 

v- " ' " ' • ' . • • • .» " 


3154 


11138 


MM J1 2839 




cytochrome c, cytochrome c, 
somatic 




3064 


488 


NMJ12540 


, w 


cytochrome P450, 1a1, 
aromatic compound inducible, 
cytochrome P450, subfamily I 
aromatic compound- 
nducible), polypeptide 1 


cytochrome P450, 1a1, aromatic compound 
inducible, cytochrome P450, subfamily I 
aromatic compound-inducible), polypeptide 
1 


3064 


489 


NMJ12540 


e.tt 


cytochrome P450, 1a1, 
aromatic compound inducible, . 
cytochrome P450, subfamily 1 
aromatic compound- 
inducible), polypeptide 1 


cytochrome P450, 1a1, aromatic compound 
inducible, cytochrome P450, subfamily I 
(aromatic compound-inducible), polypeptide 
1 


3064 


20705 


NM_012540 




cytochrome P450, 1a2, 
aromatic compound inducible, 
cytochrome P450, subfamily l 
[aromatic compound- 
nducible), polypeptide 2 


cytochrome P450, 1a2, aromatic compound 
inducible, cytochrome P450, subfamily I 
(aromatic compound-inducible), polypeptide 
2 


3065 


20703 


NM_012541 


XX 


cytochrome P450, 1a2, 
aromatic compound inducible, 
cytochrome P450, subfamily 1 
(aromatic compound- 
inducible), polypeptide 2 


cytochrome P450, 1a2, aromatic compound 
inducible, cytochrome P450, subfamily I 
(aromatic compound-inducible), polypeptide 
2 


3186 


190 


NMJ12940 


e 


cytochrome P450, 1b1, 
benz[a]anthracene inducible, 
cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 
1 (glaucoma 3, primary 
infantile) 


cytochrome P450, 1b1, benz[a]anthracene 
inducible, cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 1 (glaucoma 
3, primary infantile) 


3186 


191 


NMJM2940 


e 


cytochrome P450, 1b1, 
benz[a]anthracene inducible, 
cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 
i (glaucoma 3, primary 
infantile) 


cytochrome P450, 1b1, benz[a]anthracene 
inducible, cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 1 (glaucoma 
3, primary infantile) 


3186 


192 


NMi012940 


e 


cytochrome P450, 1b1, 
benz[a]anthracene inducible, 
cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 
1 (glaucoma 3, primary 
infantile) 


cytochrome P450, 1 b1 , benz[a]anthracene 
inducible, cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 1 (glaucoma 
3, primary infantile) 


3186 


193 


NM_012940 


e,v 


cytochrome P450, 1b1, 
benz[a]ahthracene inducible, 
cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 
1 (glaucoma 3, primary 
infantile) 


cytochrome P450, 1b1, benz[a]anthracene 
inducible, cytochrome P450, subfamily I 
(dioxin-inducible), polypeptide 1 (glaucoma 
3, primary infantile) 
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3807 


4010 


NM_031543 


e, r 


cytochrome P450, 2e1, 
ethanol inducible, cytochrome 
P450, subfamily HE (ethanol- 
inducible) 




3807 


4011 


NNL031543 


j,w 


cytochrome P450, 2e1, 
ethanol inducible, cytochrome 
P450, subfamily HE (ethanol- 
inducible) 




3807 


4012 


NM_031543 


e, it 


cytochrome P450,2e1 t 
ethanol inducible, cytochrome 
P450, subfamily HE (ethanol- 
inducible) 




3187 


20928 


NML012941. 


ee 


cytochrome P450, 51, 
cytochrome P450, 51 
(lanosterol 14-alpha- 
demethvlase) 


cytochrome P450, 51 , cytochrome P450, 51 
(lanosterol 14-alpha-demethylase) 


3187 


20929 


NM.012941 


jj 


cytochrome P450, 51, 
cytpchrome P450, 51 
(lanosterol 14-alpha- 
demethvlase) 


cytochrome P450, 51 , cytochrome P450, 51 
(lanosterol 14-alpha-demethylase) 


3187 


20931 


NMJ312941 


uu 


cytochrome. P450, 51, 
cytochrome P450, 51 
(lanosterol 14-alpha- 
demethvlase) 


cytochrome P450, 51, cytochrome P450, 51 
(lanosterol 14-alpha-demethylase) 


835 


20711 


AA924267 


0 


cytochrome P450, subfamily 
IV B, polypeptide 1, 
cytochrome P450, subfamily 
IVB, polypeptide 1 


EST, Moderately similar to 165981 fatty acid 
omega-hydroxylase [H.sapiens], Mus I 
musculus, Similar to cytochrome P450, 
4a10, clone MGC:18880 IMAGE:4237837, 
mRNA, complete cds, Mus musculus, 
Similar to cytochrome P450, 4a10, clone 
MGC:25972 IMAGB4240359, mRNA, 
complete cds, RIKEN cDNA A230105L22 
gene, cytochrome P450, 4a10, cytochrome 
P450, subfamily IVA, polypeptide 11, 
expressed sequence AI314743 


1194 


20712 


AA997806 


b, uu 


cytochrome P450, subfamily 
IV B, polypeptide 1, 
cytochrome P450, subfamily 
IVB, polypeptide 1 


EST, Moderately similar to 165981 fatty.acid 
omega-hydroxylase [H.sapiens], Mus 
musculus, Similar to cytochrome P450, 
4a10, clone MGC:18880 IMAGE:4237837, 
mRNA, complete cds, Mus musculus, 
Similar to cytochrome P450, 4a10, clone 
MGC:25972 IMAGE:4240359, mRNA, 
complete cds, RIKEN cDNAA230105L22 
gene, cytochrome P450, 4a10, cytochrome 
P450, subfamily IVA, polypeptide 1 1, 
expressed sequence AI31 4743 
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SEQ C 

id: 1 

NO. 


5LGC C 

D NO; / 

F 
t 


JenBank ■■ . * 
tec. or 
tefSeqID : 
lb. 


lodd Code h 

■ : ■ V ' * 


luman Homologous Gene Y 
Iame\ '/*:; ' \- "7 


luman Homologous Cluster Title 


2991 2 


10714 * 


^14972 c 


>,r c 
l 
c 
I 


jytochrome P450, subfamily I 
VB, polypeptide 1, < 
cytochrome P450, subfamily 1 
VB, polypeptide 1 < 

1 

■ 


EST, Moderately similar to 165981 fatty acid 
)mega-hydroxyiase [H.sapiens], Mus 
nusculus, Similar to cytochrome P450, 
la10, clone MGC:18880 IMAGE:4237837, 
tiRNA, complete cds, Mus musculus, 
Similar to cytochrome P450, 4a10, done 
MGC:25972 IMAGE:4240359, mRNA, 
complete cds, RIKEN cDNA A230105L22 
gene, cytochrome P450, 4a10, cytochrome 
P450, subfamily IVA, polypeptide 11, 
expressed sequence AI314743 


3019 


20713 


M57718 


o, r,xx 


cytochrome P450, subfamily 
IV B, polypeptide 1, 
cytochrome P450, subfamily 
IVB, polypeptide 1 


EST, Moderately similar to 165981 fatty acid 
omega-hydroxylase [H.sapiens], Mus 
musculus, Similar to cytochrome P450, 
4a10, clone MGC:1888Q IMAGE4237837, 
mRNA, complete cds, Mus musculus, 
Similar to cytochrome P450, 4a10, clone 
MGC:25972 IMAGE:4240359, mRNA, 
complete cds, RIKEN cDNA A230105L22 
gene, cytochrome P450, 4a10, cytochrome 
P450, subfamily IVA, polypeptide 11, 
expressed sequence AI314743 


4408 


20715 


X07259 


O, XX 


cytochrome P450, subfamily 
IVB, polypeptide 1, 
cytochrome P450, subfamily 
IVB, polypeptide 1 


EST, Moderately similar to 165981 fatty acid 
omega-hydroxylase [H.sapiens], Mus 
musculus, Similar to cytochrome P450, 
4a10, clone MGC:18880 IMAG&4237837, 
mRNA, complete cas, mus muscuius, 
Similar to cytochrome P450, 4a1 0, clone 
MGC:25972 IMAGE:4240359, mRNA 
complete cds, RIKEN cDNA A230105L22 
gene, cytochrome P450, 4a10, cytochrome 
P450, subfamily IVA, polypeptide 11, 
expressed sequence AI314743 
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SEQ ( 
ID I 
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3LGC ( 
D NO. i 


3eriBank I 
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RefSeq ID 
fro. 


VIodel Code K 


Human Homologous Gene I 
\|ame 


Human Homologous Cluster Title !^ 


4260 


1858 


NMJ 38907 ( 


3, q, jj, xx ( 

I 


sytosoiic acyl-CoA 
thioesterase 1, mitochondrial 
acyl-CoA thioesterase 1 , 
peroxisomal long-chain acyl- 
coA thioesterase 


EST, Moderately similar to PTE2J-IUMAN 
PEROXISOMAL ACYL-COENZYME A 
THIOESTER HYDROLASE 2 
PEROXISOMAL LONG-CHAIN ACYL-COA 
THIOESTERASE 2) (ZAP128) [H.sapiens], 
ESTs, Weakly similar to MTE1JRAT Acyl 
coenzyme A thioester hydrolase, 
mitochondrial precursor (Very-long-chain 
acyl-CoA thioesterase) (MTE-I) 
Rnorvegicus], ESTs, Weakly similar to 
PTE2.HUMAN PEROXISOMAL ACYL- 
COENZYME A THIOESTER HYDROLASE 
2 (PEROXISOMAL LONG-CHAIN ACYL- 
COA THIOESTERASE 2) (ZAP128) 
H.sapiens], Homo sapiens cDNA FLJ31235 
fis, clone KIDNE2004681 , moderately 
similar to Mus musculus peroxisomal long 
chain acyl-CoA thioesterase lb (Ptelb) 
gene, Mus musculus, Similar to bile acid 
Coenzyme A: amino acid N-acyltransferase 
(glycine N-choloyltransferase), clone 
MGC:19156 IMAGE:4220620, mRNA, 
complete cds, cytosolic acyl-CoA 
thioesterase 1 , mitochondrial acyl-CoA 
thioesterase 1 , peroxisomal long-chain acyl- 
coA thioesterase 


3779 


1857 


NM_031315 


O r XX 


cytosolic acyl-CoA 
thioesterase 1, peroxisomal 
long-chain acyl-coA 
thioesterase 


EST, Moderately similar to PTE2.HUMAN 
PEROXISOMAL ACYL-COENZYME A 
THIOESTER HYDROLASE 2 
(PEROXISOMAL LONG-CHAIN ACYL-COA 
THIOESTERASE 2) (ZAP128) [H.sapiens], 
ESTs, Weakly similar to PTE2_HUMAN 
PEROXISOMAL ACYL-COENZYME A 
THIOESTER HYDROLASE 2 
(PEROXISOMAL LONG-CHAIN ACYL-COA 
THIOESTERASE 2) (ZAP128) [H.sapiens], 
Homo sapiens oDNA FLJ31235 fis, clone 
KIDNE2004681, moderately similar to Mus 
musculus peroxisomal long chain acyl-CoA 
thioesterase lb (Ptelb) gene, cytosolic acyl- 
CoA thioesterase 1 , peroxisomal long-chain 
acyl-coA thioesterase 


3652 


17226 


NMJ324131 


b.ff.w 


D-dopachrome tautomerase 


D-dopachrome tautomerase, EST, 
Moderately similar to DOPD_HUMAN D- 
DOPACHROME TAUTOMERASE 
rH.saDiensl 
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SEQ ( 
ID 1 
NO. 


5LGC ( 

D NO. y 

F 
► 


SenBank P 
tec. op 
tefSeqlD 
4o. 


flodel Code J 


iuman Homologous Gene I- 
iame 


^man Homologous Cluster Title 


3652 1 


7227 r 


*JM_024131 I 


>, f, ff, w [ 


D-dopachrome tautomerase [ 

\ 
i 
1 


D-dopachrome tautomerase, EST, 
Moderately similar to DOPD_HUMAN D- 
DOPACHROME TAUTOMERASE 
H.saDiensl 


ooeo « 
OOOO 


If UO 1 


MM_017210 i 


Tim < 

1 
l 


jeiodinase, iodothyronine type < 
11, deiodinase, iodothyronine, ( 
type III 


jeiodinase, iodothyronine, type I, 
Jeiodinase, iodothyronine, type III 


3363 


1704 


MM_017210 


mm, xx 


deiodinase, iodothyronine type 
III, deiodinase, iodothyronine, 
type HI 


deiodinase, iodothyronine, type I, 
deiodinase, iodothyronine, type HI 


3522 


19679 


NM_021653 


a, d, ii 


deiodinase, iodothyronine, 
type 1 


ESTs, Moderately similar to IOD1_RAT 
TYPE I IODOTHYRONINE DEIODINASE 
(TYPE-I 5'DEIODINASE) (DIOI) (TYPE 1 Dl) 
(5DI) [R.norvegicus], deiodinase, ! 
odothvronine. tvDe I 


3930 


860 


NM_032063 


mm 


delta-like 1 (Drosophila) 


EST, Highly similar to delta (Drosophila)- 
like 1 [Rattus norvegicus] [R.norvegicus], 
ESTs, Highly similar to DLL1_HUMAN 
DELTA-LIKE PROTEIN 1 PRECURSOR 
[H.sapiens], delta-like 1 (Drosophila), delta- 
like 4 JDrosoDhila^ hvoothetical Drotein 
MGC2487 


3912 


16535 


NM_031853 


bb 


diazepam binding inhibitor, 
diazepam binding inhibitor 
(GAB A receptor modulator, 
acyl-Coenzyme A binding 
protein^ 




4466 


25746 


X80778 


t 


dihydroorotate dehydrogenase 




3865 


811 


NM_031705 


c, s, 

General, 11 


dihydropyrimidinase 


ESTs, Weakly similar to DPY1 MOUSE 
DIHYDROPYRIMIDINASE RELATED 
PROTEIN-1 [M.musculus], 
dihvdropvrimidinase 


3865 


812 


NMJJ31705 


S, 00 


dihydropyrimidinase 


ESTs, Weakly similar to DPY1 MOUSE 
DIHYDROPYRIMIDINASE RELATED 
PROTEIN-1 [M.musculus], 
dihvdroDYrimidinase 


756 


6377 


AA894273 


t. qq 


dimethylarginine 
dimethylaminohydrolase 1 


ESTs, Highly similar to DDH1J-IUMAN 
NG.NG-DIMETHYLARGININE 
DIMETHYLAMINOHYDROLASE 1 
[H.sapiens], ESTs, Weakly similar to 
dimethylarginine dimethylaminohydrolase 1; 
NG,NG dimethylarginine 
dimethylaminohydrolase [Rattus norvegicus 
[R.norvegicus] f dimethylarginine 
dimethylaminohydrolase 1, dimethylarginine 
dimethylaminohydrolase 2 
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989 


19421 


AA945152 


n,ee 


dimethylarginine 
dimethylaminohydrolase 1 


ESTs, Highly similar to DDH1JHUMAN 
NG.NG-DIMETHYLARGININE 
DIMETHYLAMINOHYDROLASE 1 
Rsapiens], ESTs, Weakly similar to 
dimethylarginine dimethylaminohydrolase 1; 
NG,NG dimethylarginine 
dimethylaminohydrolase [Rattus norvegicus] 
Rnorvegicus], dimethylarginine 
dimethylaminohydrolase 1, dimethylarginine 
dimethylaminohydrolase 2 


2424 


19427 


AI1 79510 


pp 


dimethylarginine 
dimethylaminohydrolase 1 


ESTs, Highly similar to DDH1JHUMAN 
NG.NG-DIMETHYLARGININE 
DIMETHYLAMINOHYDROLASE 1 
[H.sapiens], ESTs, Weakly similar to 
dimethylarginine dimethylaminohydrolase 1 ; 
NG,NG dimethylarginine 
dimethylaminohydrolase [Rattus norvegicus] 
[R.norvegicus], dimethylarginine 
dimethylaminohydrolase 1, dimethylarginine 
dimethylaminohydrolase 2 


3556 


19422 


NM_022297 


i.z 


dimethylarginine 
dimethylaminohydrolase 1 


ESTs, Highly similar to DDH1_HUMAN 
NG,NG-DIMETHYLARGININE 
DIMETHYLAMINOHYDROLASE 1 
[H.sapiens], ESTs, Weakly similar to 
dimethylarginine dimethylaminohydrolase 1; 
NG,NG dimethylarginine 
dimethylaminohydrolase [Rattus norvegicus] 
[R.norvegicus], dimethylarginine 
dimethylaminohydrolase 1, dimethylarginine 
dimethylaminohydrolase 2 


3556 


19423 


NM.022297 


i 


dimethylarginine 
dimethylaminohydrolase 1 


ESTs, Highly similar to DDH1JHUMAN 
NG.NG-DIMETHYLARGININE 
DIMETHYLAMINOHYDROLASE 1 
[H.sapiens], ESTs, Weakly similar to 
dimethylarginine dimethylaminohydrolase 1; 
NG.NG dimethylarginine 
dimethylaminohydrolase [Rattus norvegicus] 
[R.norvegicus], dimethylarginine 
dimethylaminohydrolase 1, dimethylarginine 
dimethylaminohydrolase 2 



NSDOCID: <WO_ 



_.03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



294 



TABLE 2 








Attorney Docket No. 44921-5113WO 
/ Document No. 1926271.2 
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ID 1 

NO, 
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D NO. i 


SenBank . I 
tec. or 
RefSeqID 
Mo. 


Vlodel Code 

• 


Human Hofnplogous.Gene 
Name 

•V 


Human Homologous Cluster Title 

■ , ; ■ . - 11 ^-1 


*fOZO 




R47028 




dimethylarginine 
dimethylaminohydrolase 1 


ESTs, Highly similar to DDH1JHUMAN 
NG.NG-DIMETHYLARGININE 
DIMETHYLAMINOHYDROLASE 1 
H.sapiens], ESTs, Weakly similar to 
dimethylarginine dimethylaminohydrolase 1; 
NG.NG dimethylarginine 
dimethylaminohydrolase [Rattus norvegicus] 
Rnorvegicus], dimethylarginine 
dimethylaminohydrolase 1, dimethylarginine 
dimethylaminohydrolase 2 


4452 


6376 


X62951 


XX 


dimelhylarginine 
dimethylaminohydrolase 1 


ESTs, Highly similar to DDH1_HUMAN 
NG.NG-DIMETHYLARGININE 

niMFTHYl AMIMOHYnROl ASF 1 

H.sapiens], ESTs, Weakly similar to 
dimethylarginine dimethylaminohydrolase 1; 
NG,NG dimethylarginine 
dimethylaminohydrolase [Rattus norvegicus] 
[R;norvegicus], dimethylarginine 
dimethylaminohydrolase 1, dimethylarginine 
dimethylaminohydrolase 2 


3917 


16865 


NMJJ31973 


a, cc, uu 


dipeptidyl peptidase 7, 
dipeptidylpeptidase 7 


RIKEN cDNA 2510048K03 gene, dipeptidyl 
peptidase 7, dipeptidylpeptidase 7, 
procarboxypeptidase (angiotensinase C), 
protease, serine. 16 (thymus) 


1314 


7785 


AinnR7G;R 

rMUUO/ OO 


vv 


riinpntirivlnpntiria^p 4 

dipeptidylpeptidase IV (CD26, 
adenosine deaminase 
completing protein 2) 


ESTs Weaklv similar to DPP4 MOUSE 

LWIO| iicuiuy Oil I III Oil K\J wl 1 ~ IHVWVL. 

DIPEPTIDYL PEPTIDASE IV [M.musculus], 
ESTs, Weakiy similar to DPP4_RAT 
Dipeptidyl peptidase IV (DPP IV) (GP110 
glycoprotein) (Bile canaliculus domain- 
specific membrane glycoprotein) 
[R.norvegicus] t dipeptidylpeptidase 4, 
dipeptidylpeptidase 8, fibroblast activation 
nrntein fibroblast activation nrntfiin alnha 


3140 


7783 


NM.012789 


qq 


dipeptidylpeptidase 4, 
dipeptidylpeptidase IV (CD26, 
adenosine deaminase 
complexing protein 2) 


ESTs, Weakly similar to DPP4 MOUSE 
DIPEPTIDYL PEPTIDASE IV [M.musculus], 
ESTs, Weakly similar to DPP4JWT 
Dipeptidyl peptidase IV (DPP IV) (GP110 
glycoprotein) (Bile canaliculus domain- 
specific membrane glycoprotein) 
[R.norvegicus], dipeptidylpeptidase 4, 
dipeptidylpeptidase 8, fibroblast activation 
protein, fibroblast activation protein, alpha 
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3140 


7784 


NM.012789 


General, kk 


dipeptidylpeptidase 4, 
dipeptidylpeptidase IV (CD26, 
adenosine deaminase 
cqmplexing protein 2) 


ESTs, Weakly similar to DPP4 MOUSE 
DIPEPTIDYL PEPTIDASE IV [M.musculusJ, 
ESTs, Weakly similar to DPP4.RAT 
Dipeptidyi peptidase IV (DPP IV) (GP110 
glycoprotein) (Bile canaliculus domain- 
specific membrane glycoprotein) 
[R.norvegicus], dipeptidylpeptidase 4, 
dipeptidylpeptidase 8, fibroblast activation 
protein, fibroblast activation protein, alpha 


216 


6054 


AA818658 


WW 


diphtheria toxin receptor 
(heparin-binding epidermal 
growth factor-like growth 
factor), heparin binding 
epidermal growth factor-like 
arowth factor 


diphtheria toxin receptor (heparin-binding 
epidermal growth factor-like growth factor), 
heparin binding epidermal growth factor-like 
growth factor 


3188 


1720 


NM_012943 


cc 


distal-less homeo box 5, distal- 
less homeobox 5 




3334 


24105 


NMJM7141 


a 


DNA polymerase beta, 
polymerase (DNA directed), 
beta 


Mus musculus, Similar to DNA polymerase 
beta, clone MGC:6386 IMAGE:3581916, 
mRNA, complete cds, polymerase (DNA 
directed), beta 


3334 


24107 


NM.017141 


d,g 


DNA polymerase beta, 
polymerase (DNA directed), 
beta 


Mus musculus, Similar to DNA polymerase 
beta, clone MGC:6386 IMAGE:3581916, 
mRNA complete cds, polymerase (DNA 
directed), beta 


13 


1599 


M686470 


General 


DNA-damage inducible 
transcript 3, DNA-damage- 
inducible transcript 3 


DNA-damage inducible transcript 3, DNA- 
damage-inducible transcript 3, ESTs, Highly 
similar to GROWTH ARREST AND DNA- 
DAMAGE-INDUCIBLE PROTEIN GADD153 
[M.musculus], ESTs, Weakly similar to 
191 6411 A TLS-CHOP protein [H.sapiens] 


13 


1600 


AA686470 


PP 


DNA-damage inducible 
transcript 3, DNA-damage- 
inducible transcript 3 


DNA-damage inducible transcript 3, DNA- 
damage-inducible transcript 3, ESTs, Highly 
similar to GROWTH ARREST AND DNA- 
DAMAGE-INDUCIBLE PROTEIN GADD153 
[M.musculus], ESTs, Weakly similar to 
191641 1 A TLS-CHOP protein [H.sapiens] 


3654 


1598 


NM.024134 


f. I, o, p, q ( 
General, cc, 
dd, kk, II, qq 


DNA-damage inducible 
transcript 3, DNA-damage- 
inducible transcript 3 


DNA-damage inducible transcript 3, DNA- 
damage-inducible transcript 3, ESTs, Highly 
similar to GROWTH ARREST AND DNA- 
DAMAGE-INDUCIBLE PROTEIN GADD1 53 
[M.musculus], ESTs, Weakly similar to 
191 6411 A TLS-CHOP protein [H.sapiens] 
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SEQ 
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D NO. 
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Kuman Homologous Gene 
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3931 


18494 


NM_032079 


n, ff, pp 


DnaJ (Hsp40) homolog, 
subfamily A, member 2 


DnaJ (Hsp40) homolog, subfamily A, 
member 2, DnaJ (Hsp40) homolog, 
subfamily B, member 11, DnaJ (Hsp40) 
homolog, subfmaily B, member 1, ESTs, 
Weakly similar to DnaJ (Hsp40) homolog, 
subfamily A, member 2 [Rattus norvegicus] 
[Rnorvegicus], RIKEN cDNA 2810451 A06 
gene, RIKEN cDNA 5730496F10 gene, 
expressed sequence AI506245 


2880 


18686 


D00729 


o.ff.jj 


dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenyme A isomerase), 
dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenzyme A isomerase) 


dodecenoyl-Coenzyme A delta isomerase 
(3,2 trans-enoyl-Coenyme A isomerase), 
dodecenoyl-Coenzyme A delta isomerase 
[3,2 trans-enoyl-Coenzyme A isomerase) 


3403 


18685 


NMJ317306 


0 


dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenyme A isomerase), 
dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenzyme A isomerase) 


dodecenoyl-Coenzyme A delta isomerase 
(3,2 trans-enoyl-Coenyme A isomerase), 
dodecenoyl-Coenzyme A delta isomerase 
(3,2 trans-enoyl-Coenzyme A isomerase) 


3403 


18687 


NMJJ17306 


o.ff, rr 


dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenyme A isomerase), 
dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyl- 
Coenzyme A isomerase) 


dodecenoyl-Coenzyme A delta isomerase 
(3,2 trans-enoyl-Coenyme A isomerase), 
dodecenoyl-Coenzyme A delta isomerase 
(3,2 trans-enoyl-Coenzyme A isomerase) 


3466 


10340 


NM_019252 


<Utt . 


dolichol-phosphate (beta-D) 
mannosyitransferase 2, 
dolichyl-phosphate 
mannosyitransferase 
polypeptide 2, regulatory 
subunit 


dolichol-phosphate (beta-D) 
mannosyitransferase 2, dolichyl-phosphate 
mannosyitransferase polypeptide 2, 
regulatory subunit 


3333 


492 


NM_017140 


I 


dopamine receptor 3, 
dopamine receptor D3 


dopamine receptor 3, dopamine receptor D3 


4046 


15995 


NM.053769 


r.ff 


dual specificity phosphatase 1, 
protein tyrosine phosphatase, 
non-receptor type 16 


Mus musculus, clone MGC:11703 
IMAGE3964527, mRNA, complete cds, 
RIKEN cDNA 2310076D10 gene, RIKEN 
CDNA4930527G07 gene, dual specificity 
phosphatase 1, expressed sequence 
BB104621, protein tyrosine phosphatase, 
non^receDtortYnfilfi 
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4046 


15996 


NIVL053769 


n, ff, kk 


dual specificity phosphatase 1, 
protein tyrosine phosphatase, 
non-receptor type 16 


Mus musculus, clone MGC:11703 
IMAGE:3964527 f mRNA, complete cds, 
RIKEN cDNA 2310076D10 gene, RIKEN 
cDNA 4930527G07 gene, dual specificity 
phosphatase 1, expressed sequence 
BB1 04621, protein tyrosine phosphatase, 
non-receDtortvDe16 


4046 


15997 

) 


NMJJ53769 


d, n, r, w, y 


dual specificity phosphatase 1, 
protein tyrosine phosphatase, 
non-receptor type 16 


Mus musculus, clone MGC:11703 
IMAGE:3964527, mRNA, complete cds, 
RIKEN cDNA 2310076D10 gene, RIKEN 
cDNA 4930527G07 gene, dual specificity 
phosphatase 1, expressed sequence 
BB1 04621, protein tyrosine phosphatase, 
non-recentortvne1fi 


4073 


19781 


NM_Q53883 


q.tt 


dual specificity phosphatase 6 


ESTs, Moderately similar to 2208380A 
protein Tyr phosphatase MKP-3 [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to 2208380A protein Tyr 
phosphatase MKP-3 [Rattus norvegicus] 
[R.norvegicus], RIKEN cDNA 1110028K04 
gene, RIKEN cDNA 2310076D10 gene, dual 
specificity phosphatase 6, dual specificity 
phosphatase 9 


3141 


24113 


NM_012791 


r 


dual-specificity tyrosine-(Y)- 
phosphorylation regulated 
kinase 1A, dual-specificity 
tyrosjne-{Y)-phosphorylation 
regulated kinase 1a 


ESTs, Moderately similar to DYRA_RAT 
Dual-specificity tyrosine-phosphorylation 
regulated kinase 1A (Protein kinase 
minibrain homolog) (MNBH) (RP86) (Dual 
specificity YAK1-related kinase) 
Rnorvegicus], ESTs, Weakly similar to 
DYRK MOUSE DUAL-SPECIFICITY 
TYROSINE-00-PHOSPHORYLATION 
REGULATED KINASE [M.musculus], Mus 
musculus, clone MGC:6699 
IMAGE:3584001, mRNA, complete cds, 
dual-specificity tyrosine-(Y)-phosphorylation 
regulated kinase 1 A, dual-specificity tyrosine 
^-phosphorylation regulated kinase 1a 


3651 


1785 


NM_024130 


x,.oo 


dynactin 1, dynactin 1 (p150, 
glued homolog, Drosophila) 


ESTs, Weakly similar to dynactin 1 [Rattus 
norveoicusl fR norveaiciKl Mi is mn^rjilnc 
similar to supported by EST AA1 21 608 
(NID:g1679223) and Genscan, done 
IMAGE:5361390, mRNA, partial cds, RIKEN 
cDNA 2410007D12 gene, RIKEN cDNA 
4933405K21 gene, dynactin 1, dynactin 1 
(p150, glued homolog, Drosophila) 
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rib. 
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No. 


Model Code 


Human Homologous Gene 
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Human Homologous Cluster Title 


4029 


1120 


NMJ)53655 


9, n 


dynamin 1-like 


ESTs, Moderately similar to dynamin 2 
[Mus musculus] [M.musculus], Mus 
musculus, Similar to KIAA0820 protein, 
clone MGC:37713 IMAG&5066120, mRNA, 
complete cds, Mus musculus, Similar to 
dynamin 1-like, clone MGC:41233 
IMAGE:1395338, mRNA, complete cds, 
rivnamin 1-like. rivnamin 9 


3272 


1693 


NMJ)13199 


e 


dynamin 2 


ESTs, Highly similar to A53165 dynamin II 
isoform aa - rat [R.norvegicus], ESTs, 
Moderatelv similar to dvnamin 9 fMn<5 

ivtvuvi Ulwlr wllltllvll IV U V 1 IGtf 1 III 1 Cm IIVlUO 

musculus] [M.musculus], Mus musculus, 
Similar to KIAA0820 protein, clone 
MGC:37713 IMAGE:5066120, mRNA, 
complete cds, Mus musculus, Similar to 
dynamin 1-like, clone MGC:41233 
iMACjb.io9oooo, mRNA, complete cds, 
RIKEN cDNA 1 20001 1N24 gene, dynamin 2 


3957 


17473 


NM.053319 


PP.tt 


dynein, cytoplasmic, light 
chain 1, dynein, cytoplasmic, 
light polypeptide 


ESTs, Moderately similar to protein inhibitor 
of nitric oxide synthase [M.musculus], 
dynein, axon, light chain 4, dynein, 
axonemal, light polypeptide 4, dynein, 
cytoplasmic, light chain 1, dynein, 
cvtoDlasmic. liaht DolvDeDtide 


3068 


21834 


NM.012555 


X 


E26 avian leukemia oncogene 
1, 5' domain, v-ets 
erythroblastosis virus E26 
oncogene homolog 1 (avian) 


E26 avian leukemia oncogene 1, 5' domain, 
ESTs, Moderately similar to A53988 
transcription factor ets-1 , splice form a - rat 
[R.norvegicus), Mus musculus ETS-domain 
transcription factor mRNA, complete cds, 
Rattus norvegicus ETS domain transcription 
factor Pet-1 mRNA complete cds, v-ets 
erythroblastosis virus E26 oncogene 
homolog 1 (avian), v-ets erythroblastosis 
virus E26 oncogene like (avian) 


3068 


21835 


NM_012555 


y 


E26 avian leukemia oncogene 
1, 5* domain, v-ets 
erythroblastosis virus E26 
oncogene homolog 1 (avian) . 


E26 avian leukemia oncogene 1 , 5' domain, 
ESTs, Moderately similar to A53988 
transcription factor ets-1 , splice form a - rat 
[R.norvegicus], Mus musculus ETS-domain 
transcription factor mRNA, complete cds, 
Rattus norvegicus ETS domain transcription 
factor Pet-1 mRNA, complete cds, v-ets 
erythroblastosis virus E26 oncogene 
homolog 1 (avian), v-ets erythroblastosis 
virus E26 oncogene like (avian) 


3067 


23868 


NM_012551 


dd, oo, tt 


early growth response 1 


early growth response 1 , expressed I 
sequence AI835008 
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• : . - «• ' • •■ ' ■ ••• 

: _•_ , z.' 1 :. ' ' ' * : '• ■ • 

if ' 


3067 


23869 




00, u 


early growth response 1 


early growth response 1, expressed 
sequence AI835008 ; 


306/ 


23871 


NM_012551 


tt,w 


early growth response 1 


early growth response 1, expressed 
sequence AI835008 


3067 


23872 


NM~012651 


dd.tt 


early growth response 1 


early growth response 1 , expressed 
sequence AI835008 ! 


3429 


16227 


NMJM9137 


gg, hh 


early growth response 4 


RIKEN cDNA 4930563M09 gene, eariy 
growth response 4 


2532 


23041 




e 


ectonucleoside triphosphate 
diphosphohydrolase 2 


ESTs, Weakly similar to CD39 MOUSE 
VASCULAR ATP- 

DIPHOSPHOHYDROLASE [M.musculus], 
RIKEN cDNA 2010320H07 gene, ecto- 
apyrase, ectonucleoside triphosphate 
diphosphohydrolase 1, ectonucleoside 
triphosphate diphosphohydrolase 3, 
lysosomal am/rasa-lite 1 


4111 


9527 


NM.057104 


c,q, 

General, jj 


ectonucleotide 

pyrophosphatase/phosphodies 
terase 2, ectonucleotide 
pyrophosphatase/phosphodies 
terase 2 fautotaxinl 


ectonucleotide 

pyrophosphatase/phosphodiesterase 2, 
ectonucleotide 

pyrophosphatase/phosphodiesterase 2 
(autotaxin) 


3495 


1323 


NM_019371 


t, mm 


EGL nine homdlog 3 (C. 
elegans), egl nine homolog '3 
(C. elegans) 


EGL nine homolog 3 (C. elegans), ESTs, 
Moderately similar to A53770 growth factor- 
responsive protein, vascular smooth muscle 
- rat [R.riorvegicus], ESTs, Weakly similar to 
A53770 growth factor-responsive protein, 
vascular smooth muscle - rat 
Rnorvegicus], Mus musculus, Similar to 
EGL nine homdlog 3 (C. elegans), clone 
MGC:36685 IMAGE:5371854, mRNA, 
complete cds, egl nine homolog 1 (C. 

falonan^ PHl nino hnmolnn 3 tr. alon^no^ ! 


3495 


1324 


NM_019371 


t, mm 


EGL nine homolog 3 (C. 
elegans), egl nine homolog 3 
(C. elegans) 

, _. - . 


EGL nine homolog 3 (C. elegans), ESTs, 
Moderately similar to A53770 growth factor- 
responsive protein, vascular smooth muscle 
- rat [R.norvegicus], ESTs, Weakly similar to 
A53770 growth factor-responsive protein, 
vascular smooth muscle - rat 
K.norvegicus], Mus musculus, Similar to 
EGL nine homolog 3 (C. elegans), clone 
MGC:36685 IMAGE:5371854, mRNA, 
complete cds, egl nine homolog 1 (C. 


2956 


20865 


L00117 


9, w, rr 


slastase 1, pancreatic 


elastase 1, pancreatic 


3189 


1285 


NM_012948 


r. x 


smerin, emerin (Emery- 
Dreifuss muscular dvstroDhv) ( 


amerin, emerin (Emery-Dreifuss muscular 
dystrophy) 
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IP It 

NO. 


)N0. A 
R 
N 


pnRank IM 

cc.or ; 
efSeqID 

0. 


odel Code H 
N 


uman Homologous Gene H 

ame ' 


uman Homologous Cluster Title 


3599 2 


0925 N 


MJ)22594 o 


e 
1 

|o 
P 


noyl Coenzyme A hydratase E 
peroxisomal, enoyl e 

-inn7\/mD A huHmtAQP 1 11 

jenzyiiic? m iiyuiaiaoc i, 
eroxisomal n 

C 

€ 


ST, Moderately similar to Peroxisomal 
noyl hydratase-like protein; enoyl 
ydratase-tike protein, peroxisomal [Rattus 
orvegicus] [R.norvegicus], enoyl 
Coenzyme A hydratase 1 , peroxisomal, 
moyl coenzyme A hydratase 1, peroxisomal 


2561 1 


8778 / 


M230982 v 


tfW |E 


=ph receptor B2,EphB2 I 

\ 

I 
i 


EST, Highly similar to putative protein- 
yrosine kinase [Homo sapiens] [H.sapiens], 
Eph receptor B1, Eph receptor B2, Eph 
'eoeptor B3, EphB1 , expressed sequence 
AW456895, expressed sequence 

AW4ftft955 


3022 


2465 


M59814 


ee, ww 


Eph receptor B2 t EphB2 


EST, Highly similar to putative protein- 
tyrosine kinase [Homo sapiens] [H.sapiens], 
Eph receptor B1 , Eph receptor B2, Eph 
receptor B3, EphB1, expressed sequence 
AW456895, expressed sequence 
AW488255 


2647 


17907 


AI233224 


t 


epidermal growth factor 

recepiui, epiUGilllal yiuwui 

factor receptor (erythroblastic 
[leukemia viral (v-erb-b) 
oncogene homolog, avian) 


EST, Moderately similar to EGFR_HUMAN 
EPIDERMAL GROWTH FACTOR 
RECEPTOR PRECURSOR [H.sapiens], 
Homo sapiens truncated epidermal growth 
factor receptor (EGFR) mRNA, partial cds; 
alternatively spliced, epidermal growth 

far.tor receptor 

epithelial membrane protein 1 


3155 
3156 


338 
17541 


NM_012843 
NMJ)12844 


it, ff, mm 
1, s, General 

ff, II, WW 


epithelial membrane protein 1 
epoxide hydrolase 1, 
microsomal, epoxide 
hydrolase 1, microsomal 
(xenobiotic) 


epoxide hydrolase 1, microsomal, epoxide 
hydrolase 1 t microsomal (xenobiotic) 


2164 


23465 


AI171243 


WW 


erythrocyte membrane protein 
band 4.1 -like 3, erythrocyte 
protein band 4.1-like 3 


FERM, RhoGEF (ARHGEF) and pleckstnn 
domain protein 1 (chondrocyte-derived), 
Homo sapiens, Similar to erythrocyte 
membrane protein band 4.1-like 3, clone 
MGC:1 2343 IMAGE:4044866, mRNA, 
complete cds, KIAA0793 gene product, 
erythrocyte membrane protein band 4.1-like 
3, erythrocyte protein band 4.1-like 3, 
erythrocyte protein band 4.1-like 4b, myosin 
regulatory light chain interacting protein, 
protein tyrosine phosphatase, non-receptor 
3 ; 
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3377 


17561 


NM_017245 


mm 


eukaryotic translation 
elongation factor 2 


ESTs, Highly similar to EF2JW Elongation 
factor 2 (EF-2) [R.norvegicus], ESTs, 
Weakly similar to EF2_MOUSE Elongation 
factor 2 (EF-2) [M.musculus], ESTs, Weakly 
similar to EF2_RAT Elongation factor 2 (EF- 
2) [R.norvegicus], G elongation factor, Mus 
musculus, Similar to elongation factor G2, 
clone MGC:28160 IMAGE:3984129, mRNA, 
complete cds, U5 small nuclear 
ribonudeoprotein 116 kDa, U5 snRNP- 
specific protein, 116 kD, eukaryotic 
translation elongation factor 2, expressed 
seauence AI451340 


3377 


17563 


NM_017245 


gg, hh 


eukaryotic translation 
elongation factor 2 


ESTs, Highly similar to EF2_RAT Elongation 
factor 2 (EF-2) [R.norvegicus], ESTs, 
Weakly similar to EF2JWOUSE Elongation 
factor 2 (EF-2) [M.musculus], ESTs, Weakly 
similar to EF2_RAT Elongation factor 2 (EF- 
2) [R.norvegicus], G elongation factor, Mus 
musculus, Similar to elongation factor G2, 
clone MGC:28160 IMAGB3984129, mRNA, 
complete cds, U5 small nuclear 
ribonudeoprotein 116 kDa, U5 snRNP- 
spedfic protein, 1 16 kD, eukaryotic 
translation elongation factor 2, expressed 
sequence AI451340 


3377 


17562 


NM_017245 


h, t, mt 


eukaryotic translation 
elongation factor 2, mitogen 
activated protein kinase kinase 
2, mitogen-activated protein 
kinase kinase 2 


ESTs, Highly similar to EF2_RAT Elongation 
factor 2 (EF-2) [R.norvegicus], ESTs, 
Weakly similar to EF2_MOUSE Elongation 
factor 2 (EF-2) [M.musculus], ESTs, Weakly 
similar to EF2_RAT Elongation factor 2 (EF- 
2) [R.norvegicus], G elongation factor, Mus 
musculus, Similar to elongation factor G2, 
clone MGC:28160 1MAGE:3984129, mRNA, 
complete cds, U5 small nudear 
ribonudeoprotein 116 kDa, U5 snRNP- 
spedfic protein, 116 kD, eukaryotic 
translation elongation factor 2, expressed 
sequence AI451340, mitogen activated 
protein kinase kinase 2 


4164 


17560 


NM J 33283 


e, t, mm 


eukaryotic translation 
elongation factor 2, mitogen 
activated protein kinase kinase 
2, mitogen-activated protein 
kinase kinase 2 
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3828 


14295 


NM_031599 1 


1 DD 

\ 


sukaryotic translation Initiation 
factor 2 alpha kinase 3, 
sukaryotic translation initiation 
factor 2-alpha kinase 3 

• 


EST, Weakly similar to eukaryotic 
translation initiation factor 2 alpha kinase 3 
Rattus norvegicus] [R.norvegicus], 
eukaryotic translation initiation factor 2 
alpha kinase 3, eukaryotic translation 
nitiation factor 2 alpha kinase 4, eukaryotic 

franc! atinn initiation fartnx 9-aInha kinacp *\ 
LlcUldldUUII IlllUdllUll idisiui £> a\yji\a rviuaou «j 


2090 


23152 


AI1 69170 


XX 


eukaryotic translation initiation 
factor 4A, isoform 2 


ESTs, Weakly similar to EUKARYOTIC 
INITIATION FAGTOR 4A-ll.[M.musculus], 
eukaryotic translation initiation factor 4A, 
soform 2 


3509 


18714 


NM_020075 


y 


eukaryotic translation initiation 
factor 5 


DNA segment, Chr 1 , ERATO Doi 692, j 
expressed, ESTs, Highly similar to 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 5 [R.norvegicus], KIM1856 
protein, eukaryotic translation initiation 
factor 5 


3509 


18715 


NM_020075 




eukaryotic translation initiation 
factor 5 


DNA segment, Chr 1 , ERATO Doi 692, 
expressed, ESTs, Highly similar to 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 5 [R.norvegicus], KIAA1856 
protein, eukaryotic translation initiation 
factor 5 


3509 


18716 


NMJ)2O075 


p, gg, hh 


eukaryotic translation initiation 
factor 5 


DNA segment, Chr 1, ERATO Doi 692, 
expressed, ESTs, Highly similar to 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 5 [R.norvegicus], KIAA1856 
protein, eukaryotic translation initiation 
factors 


3458 


16449 


NM_019238 


ii 


farnesyl diphosphate farnesyl 
transferase 1 , farnesyl- 
diphosphate 
farnesvltransferase 1 


farnesyl diphosphate farnesyl transferase 1, 
farnesyl-diphosphate farnesyltransferase 1 


3458 


16450 


NM_019238 


jj, oo, ss 


farnesyl diphosphate farnesyl 

diphosphate 
farnesvltransferase 1 


farnesyl diphosphate farnesyl transferase 1, 
farnp^vl-riinho^nhatp fa rnpsvl transferase 1 

lulllwwjl UIUJ IWwUI lv*Lw 1 Gil 1 Iww V 111 HI Iwlwl Buw 1 


3458 


16451 


NM_019238 


bb,jj 


farnesyl diphosphate farnesyl 
transferase 1,farnesyl- 
diphosphate 
farnesvltransferase 1 


farnesyl diphosphate farnesyl transferase 1, 
farnesyl-diphosphate farnesyltransferase 1 


3458 


16452 


NM_019238 


ii 


farnesyl diphosphate farnesyl 
transferase 1 , farnesyf- 
diphosphate 
farnesvltransferase 1 


farnesyl diphosphate farnesyl transferase 1 , 
farnesyl-diphosphate farnesyltransferase 1 
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SEQ 

ID 

NO. 
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ID NO. 


GenBank 
Acc. or 
RefSeq.lD s •■ 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


3910 


15069 


NM_031840 


K s,jj 


farnesyl diphosphate synthase 
(farnesyl pyrophosphate 
synthetase, 

dimethylallyltranstransferase, 
geranyltranstransferase), 
farnesyl diphosphate 
synthetase 


ESTs, Moderately similar to A34713 farnesyl 
pyrophosphate synthetase, testis - rat 
Rnorvegicus], ESTs, Weakly similar to 
A3471 3 farnesyi-pyrophosphate synthetase, 
testis - rat [R.norvegicus], farnesyl 
diphosphate synthase (farnesyl 
pyrophosphate synthetase, 
dimethylallyltranstransferase, 

npranvltranstransffirasfrt 


3910 


15070 


NMJ331840 


ii. II, rr 


farnesyl diphosphate synthase 
(farnesyl pyrophosphate 
synthetase, 

dimethylallyltranstransferase, 
geranyltranstransferase), 
farnesyl diphosphate 
synthetase 


ESTs, Moderately similar to A3471 3 farnesyl 
pyrophosphate synthetase, testis - rat 
[R.norvegicus], ESTs, Weakly similar to 
A34713 farnesyi-pyrophosphate synthetase, 
testis - rat [R.norvegicus], farnesyl 
diphosphate synthase (farnesyl 
pyrophosphate synthetase, 
dimethylallyltranstransferase, 
neranvfh-anstranRffirasp\ 


3910 


25460 


NM_031840 


k.ii 


farnesyl diphosphate synthase 
(farnesyl pyrophosphate 
synthetase, 

dimethylallyltranstransferase, 
geranyltranstransferase), 
farnesyl diphosphate 
synthetase 


ESTs, Moderately similar to A34713 farnesyl 
pyrophosphate synthetase, testis - rat 
[R.norvegicus], ESTs, Weakly similar to 
A34713 farnesyi-pyrophosphate synthetase, 
testis - rat [R.norvegicus], farnesyl 
diphosphate synthase, (farnesyl 
pyrophosphate synthetase, 
dimethylallyltranstransferase, 

npranvltranstransferasp^ 


3158 


20819 


NM.012847 


w 


farnesyltransferase, CAAX 
box, alpha 


farnesyltransferase, CAAX box, alpha 


4148 


8167 


NM J 30406 


qjl 


Fas (TNFRSF6) associated 
factor 1, Fas-associated factor 
1 


DNA segment, Human S2298E, Fas 
(TNFRSF6).associated factor 1, Fas- 
associated factor 1, RIKEN cDNA 
1 30001 3G1 2 gene, RIKEN cDNA 
4930455J02 gene, expressed sequence 
Al 1 9651 4. reDroduction 8 


3653 


851 


NMJ)24132 


c, kk 


fatty acid amide hydrolase, 
fatty acid hydroxylase 


RIKEN cDNA 2700038P16 gene, fatty acid 
amide hydrolase 


3069 


17676 


NMJ312556 


g.j 


fatty acid binding protein 1, 
liver 


fatty acid binding protein 1, liver 


2299 


16477 


AI176701 


ii 


fatty acid binding protein 3, 
muscle and heart, fatty acid 
binding protein 3, muscle and 
heart (mammary-derived 
growth inhibitor) 


EST, Moderately similar to FABH MOUSE 
FATTY ACID-BINDING PROTEIN, HEART 
[M.musculus], fatty acid binding protein 3, 
muscle and heart, fatty acid binding protein 
3, muscle and heart (mammary-derived 
Growth inhibitor^ 
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RefSeq ID 

No. •; 


Model Code 


Human Homologous Gene /. 
Name 


Human Homologous Cluster Title 


704 


20986 


AA893242 


0 


fatty acid Coenzyme A ligase, 
long chain 2, fatty-acid- 
Coenzyme A ligase, long- 
chain 2 


ESTs, Weakly similar to fatty acid 
Coenzyme A ligase, long chain 2; acetyl- 
Coenzyme A synthetase; acetate-CoA 
ligase; acetyl-Coenzyme A synthetase 1 
(ADP forming); acetyl-CoA synthetase [Mus 
musculus] [M.musculus], Mus musculus, 
Similar to fatty-acid-Coenzyme A ligase, 
long-chain 6, clone MGC:28744 
IMAGE:4481949, mRNA, complete cds, 
Mus musculus, Similar to hypothetical 
protein FLJ20920, clone MGC:25878 
IMAGE:421 0220, mRNA, complete cds, 
fatty acid Coenzyme A ligase, long chain 2, 
fatty acid Coenzyme A ligase, long chain 5, 
fatty-acid-Coenzyme A ligase, long-chain 1, 
gonadotropin-regulated long chain acyl-CoA 
synthetase, lipidosis-related protein lipidosin 


1696 


20983 


AI044900 


o, v 


fatty acid Coenzyme A ligase, 
long chain 2, fatty-acid- 
Coenzyme A ligase, long- 
chain 2 


ESTs, Weakly similar to fatty acid 
Coenzyme A ligase, long chain 2; acetyl- 
Coenzyme A synthetase; acetate-CoA 
ligase; acetyl-Coenzyme A synthetase 1 
(ADP forming); acetyl-CoA synthetase [Mus 
musculus] [M.musculus], Mus musculus, 
Similar to fatty-acid-Coenzyme A ligase, 
long-chain 6, clone MGC:28744 
IMAG&4481949, mRNA, complete cds, 

Mii<> mu<;fuilu^ Similar tn hvnnthptiral 

protein FLJ20920, clone MGC:25878 
IMAGE:4210220, mRNA, complete cds, 
fatty acid Coenzyme A ligase, long chain 2, 
fatty acid Coenzyme A ligase, long chain 5, 
fatty-acid-Coenzyme A ligase, long-chain 1, 
gonadotropin-regulated long chain acyl-CoA 
synthetase, lipidosis-related protein lipidosin 
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Human Homologous Cluster Title ■ v 


2901 


20984 


D90109 

< 


o, gg, hh, 

00, UU 1 


fatty acid Coenzyme A ligase, 
long chain 2, fatty-acid- 
Coenzyme A ligase, long- 
chain 2 


ESTs, Weakly similar to fatty acid 
Coenzyme A ligase, long chain 2; acetyl- 
Coenzyme A synthetase; acetate-CoA 
ligase; acetyl-Coenzyme A synthetase 1 
(ADP forming); acetyl-CoA synthetase [Mus 
musculus] [M.musculus], Mus muscuius, 
Similar to fatty-acid-Coenzyme A ligase, 
long-chain 6, clone MGC:28744 
IMAGE:4481 949, mRNA, complete cds, 
Mus musculus, Similar to hypothetical 
protein FU20920, clone MGC:25878 
IMAGE:4210220, mRNA, complete cds, 
fatty acid Coenzyme A ligase, long chain 2, 

fattv arid fVipn7vmP A ItnaQP Innn Hiain 

fatty-acid-Coenzyme A ligase, long-chain 1 , 
gonadotropln-regulated long chain acyl-CoA 
synthetase, lipidosis-related protein lipidosin 


4113 


3743 


NM_057107 


nn 


fatty acid Coenzyme A ligase, 
long chain 3, fatty-acid- 
Coenzyme A ligase, long- 
chain 3 


fatty acid Coenzyme A ligase, long chain 3, 
fatty-acid-Coenzyme A ligase, long-chain 3 


4016 


15925 


NM.053607 


m 


fatty acid Coenzyme A ligase, 
long chain 5, fatty-acid- 
Coenzyme Aiigase, long- 
chain 5 


ESTs, Weakly similar to fatty acid 
Coenzyme A ligase, long chain 2; acetyl- 
Coenzyme A synthetase; acetate-CoA 
ligase; acetyl-Coenzyme A synthetase 1 
(ADP forming); acetyl-CoA synthetase [Mus 
musculus] [M.musculus], Mus musculus, 
Similar to fat^-acid-Coenzyme A ligase, 
long-chain 6, clone MGC:28744 
IMAGE:4481949, mRNA, complete cds, 
Mus musculus, Similar to hypothetical 
protein FLJ20920, clone MGC:25878 
IMAGE:4210220, mRNA, complete cds, 
fatty acid Coenzyme A ligase, long chain 2, 
fatty acid Coenzyme A ligase, long chain 5, 
fatty-acid-Coenzyme A ligase, long-chain 5, 


4022 


13005 


NM_053623 


a 


fatty acid-Coenzyme A ligase, 
long chain 4, fatty-acid- 
Coenzyme A ligase, long- 
chain 4 




2264 


10182 


A1176185 


tt 


FBJ osteosarcoma oncogene, 
v-fos FBJ murine 
osteosarcoma viral oncogene 
homolog 


FBJ murine osteosarcoma viral oncogene 
homolog B, FBJ osteosarcoma oncogene, 
FBJ osteosarcoma oncogene B, v-fos FBJ 
murine osteosarcoma viral oncogene 
homoloa 
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SEQ 

ID 

NO. 


3LGC ( 
DNO. i 
I 

- 


3enBank I 
tec. or 
RefSeqlD 
Mo. 


Model Code ! 

1 


^uman Homologous Gene . 1 
Mame % ~ 


rlumari Homologous Cluster Title I 


Aftfifi 

*fUDO 


pnftfift 

lUOUO 


MM_053843 ; 


/.XX 

- 


fragment of IgG, low affinity 
Ha, receptor for (CD1 6), Fc 

rprpntnr In ft tow affinitv lit 




3944 


12363 


MM.033351 


DO . 


Fc fragment of IgG, receptor, 
ransDorter alDha Fc 
receptor, IgG, alpha chain 
transporter 


Fc fragment of IgG, receptor, transporter, 
alpha, Fc receptor, IgG, alpha chain 
transporter 


3944 


12364 


NM_033351 


0 


Fc fragment of IgG, receptor, 
transporter, alpha, Fc 
receptor, IgG, alpha chain 
transporter 


Fc fragment of IgG, receptor, transporter, | 
alpha, Fc receptor, IgG, alpha chain 
transporter 


3327 


21663 


NM 017126 


1 nn 


Fprrprioxin 1 


ferredoxin 1 , similar to RIKEN cDNA 
B230118G17gene 


3573 


8214 


NMJ)22500 


f.n 


ferritin light chain 1, ferritin, 
light polypeptide 


ESTs, Moderately similar to ferritin light 
chain 1 [Rattus norvegicus] [R.norvegicus], 
ESTs, Moderately similar to FRL2 MOUSE 
FERRITIN LIGHT CHAIN 2 [M.musculus], 
RIKEN cDNA 493341 6E14 gene, ferritin 

Itnht rhotn *t ferritin linht r>hain 0 ferritin 

ngni cnam i, lernun iigni cnam lerriun, 
lioht polypeptide 


4333 


8210 


S61 9S0 




ferritin lioht chain 1 ferritin 
light polypeptide 


ESTs, Moderately similar to ferritin light 
chain 1 [Rattus norvegicus] [R.norvegicus], 
ESTs, Moderately similar to FRL2 MOUSE 
FERRITIN LIGHT CHAIN 2 fM musculusl 
RIKEN cDNA 4933416E14 gene, ferritin 
light chain 1, ferritin light chain 2, ferritin, 
ignl DOivDeoiige. 


3965 


14042 


NM_053348 


CC 


fetuin B, fetuin beta 


expressed sequence AW41 3091, fetuin B, 
fetuin beta,~histidine-rich glycoprotein 


3016 


20699 


M35601 


w 


fibrinogen, A alpha 
DolvoeDtide fibrinoaen aloha 

MWI JI/Vl/UUV) 1 iky 1 II Iw^V/l l| UI|JI IU 

polypeptide 




3016 


20700 


M35601 


a; r, x, vv 


fibrinogen, A alpha 
nnlvnentide fibrinoaen aloha 
polypeptide 




2112 


6479.. 


Al 169690 


h 1 a 


fibrinogen, gamma polypeptide 




3071 


6477 


NMJJ12559 


dd 


fibrinogen, gamma polypeptide 




3157 


644 


NM_012846 


kk 


fibroblast growth factor 1 , 
fibroblast growth factor 1 
(acidic) 


fibroblast growth factor 1, fibroblast growth 
factor 1 (acidic) 


. 3039 


13488 


M91599 


g, General, 
uu 


fibroblast growth factor 
receptor 4 




2957 


5616 


L00191 


i 


fibronectin 1 


EST, Highly similar to FIBRONECTIN 
PRECURSOR [Rnorvegicus], ESTs, 
Weakly similar to PROTEIN-TYROSINE 
PHOSPHATASE ETA PRECURSOR 
Mmusculusl. fibronectin 1 
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SEQ 
ID 
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D NO: . 
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Human Homologous Gene 
Name t 


Human Homologous Cluster Title f : ; ; 


3433 


5617 


NMJM9143 


k 


fibronectin 1 


EST, Highly similar to FIBRONECTIN 
PRECURSOR [R.norvegicus], ESTs, 
Weakly similar to PROTEIN-TYROSINE 
PHOSPHATASE ETA PRECURSOR 
rM.musculusl. fibronectin 1 


3433 


5618 


NM..019143 


k 


fibronectin 1 


EST, Highly similar to FIBRONECTIN 
PRECURSOR [R.norvegicus], ESTs, 
Weakly similar to PROTEIN-TYROSINE 
PHOSPHATASE ETA PRECURSOR 
HVLmusculusl. fibronectin 1 


3433 


5619 


NM_019143 


General 


fibronectin 1 


EST, Highly similar to FIBRONECTIN 
PRECURSOR [R.norvegicus], ESTs, 
Weakly similar to PROTEIN-TYROSINE 
PHOSPHATASE ETA PRECURSOR 
IM.musculusl. fibronectin 1 


3433 


5622 


NMJ)19143 


1,1 


fibronectin 1 


EST, Highly similar to FIBRONECTIN 
PRECURSOR [R.norvegicus], ESTs, 
Weakly similar to PROTEIN-TYROSINE 
PHOSPHATASE ETA PRECURSOR 
rM.musculusl, fibronectin 1 


4326 


5624 


R47122 


bb.cc 


fibronectin 1 


EST, Highly similar to FIBRONECTIN 
PRECURSOR [R.norvegicus], ESTs, 
Weakly similar to PROTEIN-TYROSINE 
PHOSPHATASE ETA PRECURSOR 
rM.musculusl. fibronectin 1 


4450 


20821 


X62671 


II 


Finkel-Biskis-Reilly murine 
sarcoma virus (FBR-MuSV) 
ubiquitously expressed (fox 
derived), Finkel-Biskis-Reilly 
murine sarcoma virus (FBR- 
MuSV) ubiquitously expressed 
(fox derived); ribosomal 
protein S30 


EST, Moderately similar to I48346 ribosomal 
protein fau - mouse [M.musculus], EST, 
Weakly similar-to UBIMJHUMAN 
UBIQUITIN-UKE PROTEIN FUBI {SUB 1-74 
[Ksapiens]! EST, Weakly similar to 
UBIM_RAT UBIQUITIN-LIKE PROTEIN 
FUBI [R.norvegicus] t Finkel-Biskis-Reilly 
murine sarcoma virus (FBR-MuSV) 
ubiquitously expressed (fox derived) 


3239 


15296 


NMJ313102 


k 


FK506 binding protein 1 A 
(12kD), FK506 binding protein 
1a(12kDa), FK506 binding 
protein 2 (13 kDa), FK506 
binding protein 2(1 3kD) 


FK506 binding protein 10 (65 kDa), FK506 
binding protein 1A (12kD), FK506 binding 
protein 1a (12 kDa), FK506 binding protein 
5, FK506 binding protein 7 (23 kDa), FK506 
binding protein 8 (38 kDa) 


3621 


24344 


NMJ)22701 


PP 


flotillin 1 


flotillin 1 


3072 


11732 


NMJ312561 


P 


follrstatin 


follistatin, transmembrane protein with EGF- 
like and two follistatin-like domains 1 


3131 


1260 


NM.012743 


d 


forkhead box A2, hepatocyte 
nuclear factor 3, beta 
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SEQ 1 
NO. 


SLGC ( 
D NO. i 

' : 


SenBank I 
\cc. or 
RefSeq ID 
Mo. 


Model Code I 

. I 


Human Homologous Gene I 
lame •■it.: 


Human Homologous Cluster Title 


3314 


1262 


MWJM7077 ( 


3, V, IT, XX 


forkhead box A3, hepatocyte 
nuclear factor 3, gamma 


ESTs, Weakly similar to HN3G_RAT 
HEPATOCYTE NUCLEAR FACTOR 3- 
GAMMA (HNF-3G) [R.norvegicus], RIKEN 
cDNA 1 20001 0K03 gene, expressed 
sequence AI450827, forkhead box A3, 
forkhead box B1, hepatocyte nuclear factor 
3. aamma 


3843 


906 


NM_031633 


SS 


forkhead box M1 




3190 


1813 


NMJJ12953 


I, p, y, z, ee 


FOS-like antigen 1, fos-like 
antigen 1 


ESTs, Moderately similar to S15750 
transforming protein [H.sapiens], FOS-like 
antigen 1, fos-like antiqen 1 


3854 


18403 


NM_031677 


r 


four and a half LIM domains 2 


EST, Weakly similar to four and a half LIM 
domains 2 [Rattus norvegicus] 
[Rnoryegicus], activator of CREM in testis, 
four and a half LIM domains 2, four and a 
half LIM domains 3, vascular Rab-GAP/TBC 
containina 


3970 


3844 


NM.053371 


] 


fracture callus 1 homolog (rat), 
fractured callus expressed 
transcript 1 


EST, Moderately similar to IM9BJHUMAN 
MITOCHONDRIAL IMPORT INNER 
MEMBRANE TRANSLOCASE SUBUNIT 
TIM9 B (FRACTURE CALLUS PROTEIN 1) 
(FXC1) [H.sapiens], fracture callus 1 
homolog (rat), fractured callus expressed 
transcript 1 


3290 


15620 


NM_017005 


p 


fumarate hydratase, fumarate 
hydratase 1 


fumarate hydratase, fumarate hydratase 1 


3354 


23961 


NMJ)17181 


b t uu, w 


fumarylacetoacetate 
hydrolase, 

fumarylacetoacetate hydrolase 
(fumarylacetoacetase) 


ESTs, Weakly similar to FAAAJW 
Fumarylacetoacetase (Fumarylacetoacetate 
hydrolase) (Beta-diketonase) (FAA) 
[R.norvegicus], fumarylacetoacetate 
hydrolase, fumarylacetoacetate hydrolase 
(fumarylacetoacetase) 


3847 


18368 


NM..031648 


k 


FXYD domain containing ion 
transport regulator 1 
(phospholemman), FXYD 
domain-containing ion 
transport regulator 1 


EST, Weakly similar to PLMJHUMAN 
PHOSPHOLEMMAN PRECURSOR 
[H.sapiens], FXYD domain containing ion 
transport regulator 1 (phospholemman), 
FXYD domain-containing ion transport 
regulator 1, FXYD domain-containing ion 
transoort reqi?|ator6 


3847 


18369 


NMJ)31648 


s 


FXYD domain containing ion 
transport regulator 1 
(phospholemman), FXYD 
domain-containing ion 
transport regulator 1 


EST, Weakly similar to PLMJHUMAN 
PHOSPHOLEMMAN PRECURSOR 
[H.sapiens], FXYD domain containing ion 
transport regulator 1 (phospholemman), 
FXYD domain-containing ion transport 
regulator 1, FXYD domain-containing ion 
transport renulator 6 
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SEQ 

ID 

NO. 
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b NO. 


GenBank ; 
Acc. or . , 
RefSeq ID 

No.. . 
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Human Homologous Gene 
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Human Homologous Cluster Title 

• ' x , • • 


3540 


23151 


NM_022005 


B 


FXYD domain-containing ion 
transport regulator 6 




3849 


866 


NM_031657 


99. hh, pp 


G protein-coupled receptor 
kinase 6 


ESTs, Weakly similar to GRK6 MOUSE G 
PROTEIN-COUPLED RECEPTOR KINASE 
GRK6 [M.musculus], G protein-coupled 
receptor kinase 6, adrenergic receptor 
kinase, beta 1 


656 


23180 


AA892649 


j, I, General, 
cc 


GABA(A) receptor-associated 
protein, gamma-aminobutyric 
acid receptor associated 
protein 

• 


ESTs, Weakly similar to GABA(A) receptor- 
associated protein like 2; ganglioside 
expression factor 2 [Rattus norvegicus] 
[R.norvegicus], GABA(A) receptor- 
associated protein, GABA(A) receptor- 
associated protein like 1, GABA(A) receptor- 
associated protein like 2, GABA(A) receptor- 
associated protein-like 2, GABA(A) 
receptors associated protein like 3, gamma- 
aminobutyric acid (GABA(A)) receptor- 
associated protein-like 1 


4138 


25693 


NM_080783 


jj,xx 


galactose-4-epimerase, UDP, 
galactose-4-epimerase, UDP- 


EST, Moderately similar to UDP-GLUCOSE 
4-EPlMERASE [R. norvegicus], RIKEN 

vM.i-kKiA oe<innoc» wo mama i ir\n . ^ .^^^ 

cDNA 2o10u25M23 gene, UDP-glucuronate 
decarboxylase 1, galactose-4-epimerase, 
UDP, galactose-4-epimerase, UDP- 


3720 


15805 


NM_031028 


9 


gamma-aminobutyric acid 
(GABA) B receptor, 1, gamma- 
aminobutyric acid (GABA-B) 
receptor. 1 




3720 


15807 


NM_031028 


s 


gamma-aminobutyric acid 
(GABA) B receptor, 1 , gamma- 
aminobutyric acid (GABA-B) 
receptor. 1 




3881 


11611 


NM_031756 


w 


gamma-glutamyl carboxylase 


gamma-glutamyl carboxylase 


3380 


614 


NM_017251 


General, rr, 
uu 


gap junction membrane 
channel protein beta 1, gap . 
junction protein, beta 1, 32kD 
(connexin 32, Charcot-Marie- 
Tooth neuropathy, X-linked) 


RIKEN cDNA D230044M03 gene, gap 
junction protein, beta 1, 32kD (connexin 32, 
Charcot-Marie-Tooth neuropathy, X-linked) 


3459 


5661 


NMJ)19241 


u 


gap junction membrane 
channel protein beta 5, gap 
junction protein, beta 5 
(connexin 31.11 




2974 


15073 


L22761 


WW 


GATA binding protein 4 


GATA binding protein 4, GATA binding 
protein 5, trichorhinophaiangeal syndrome I, 
trichorhinophalangeal syndrome I (human) 
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SEQ ( 
ID ! 
INO. 


3LGC ( 
DNO. / 

F 

i 
i 


BenBank P 
tec. or 
tefSeq ID 
A6. 


flodel Code I- 

r 


Juman Homologous Gejie 1- 
Jame 


Juman Homologous Cluster Title 


1902 1 


8679 1 


M103496 i 


)b ( 
i 

c 


3DP dissociation inhibitor 1 , ( 
juanosine diphosphate (GDP) ( 
dissociation inhibitor 1 


3DP dissociation inhibitor 1, guanosine 
diphosphate (GDP) dissociation inhibitor 2 


3318 ' 


1383 1 


MM_017088 ( 


Seneral < 

i 


3DP dissociation inhibitor 1 , ( 
juanosine diphosphate (GDP) < 
dissociation inhibitor 1 


3DP dissociation inhibitor 1, guanosine 
diphosphate (GDP) dissociation inhibitor 2 


3964 


18949 


MM_053345 1 


f ! 


general transcription factor II 
A, 2 (12kD subunit), general 
transcription factor IIA, 2 
(12kDsubunitt 


general transcription factor 11 A, 2 (12kD 
subunit), general transcription factor HA, 2 
(12kD subunit) 


3721 


626 


NM 031032 


3 h m s x 
General, dd ( 

00 


]lia maturation factor, beta 


glia maturation factor, beta 


3430 


13715 


NMJM9139 


gg.hh 


glial cell derived neurotrophic 
factor, glial cell line derived 
neurotrophic factor 


glial cell derived neurotrophic factor, glial 
cell line derived neurotrophic factor, 
neurturin 


3044 


1678 


M96674 


1, General, 
nn, pp 1 


glucagon receptor 


ESTs, Weakly similar to GLUCAGON 
RECEPTOR PRECURSOR [M.musculus], 
qlucaqon receptor 


3073 


619 


NMJM2565 


h, r, kk 


glucokinase, glucokinase 
(hexokinase 4, maturity onset 
diabetes of the young 2) 




3824 


5496 


NMJ331589 


e, k, 1, m, 
General, dd, 
qq, ss 


glucose-6-phosphatase, 
transport (glucose-6- 
phosphate) protein 1, glucose- 
6-phosphatase, transport 
protein 1 


Mus musculus, Similar to solute carrier 
family 37 (glycerol-3-phosphate transporter), 
member 1 , clone MGC:281 67 
IMAGE:3985469, mRNA, complete cds, 
glucose-6-phosphatase, transport (glucose- 
6-phosphate) protein 1, glucose-6- 
phosphatase, transport protein 1, solute 
carrier family 37 (glycerol-3-phosphate 
transporter), member 1 


I3824 


5497 


NM 031589 

I^IIVI \J\J 1 vvv 


a k 1 go 


glucose-6-phosphatase, 
transport (glucose-6- 
phosphate) protein 1, glucose- 
6-phosphatase, transport 
protein 1 


Mus musculus, Similar to solute carrier 
family 37 (glycerol-3-phosphate transporter), 
member 1 , clone MGC:28167 
IMAGE:3985469, mRNA, complete cds, 
glucose-6-phosphatase, transport (glucose- 
6-phosphate) protein 1, glucose-6- 
phosphatase, transport protein 1, solute 
carrier family 37 (glycerol-3-phosphate 

transnnrtp.ri mftmhfir 1 


3075 


4573 


NM_012570 


1, General 


glutamate dehydrogenase, 
qlutamate dehvdroqenase 1 


glutamate dehydrogenase, glutamate 
dehydrogenase 1 


3075 


4574 


NM_012570 


h, 1, p, 
General, dd 
ii.uu 


glutamate dehydrogenase, 
, glutamate dehydrogenase 1 


glutamate dehydrogenase, glutamate 
dehydrogenase 1 
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SEQ 
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SLGC 
Q.NO. 
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RefSeq ID 
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Model Code 

.* • ■ 


Human Homologous Gene 
Name r . 


Human Homologous Cluster Title 


3076 


20744 


NM_G12571 


e, II, oo 


glutamate oxaloacetate 
transaminase 1, soluble, 
glutamic-oxaloacetic 
transaminase 1, soluble 
aspartate aminotransferase 1) 




3077 


85 


NM_012572 


c 


glutamate receptor, ionotropic, 
kainate 4 


ESTs, Highly similar to GLK4JHUMAN 
GLUTAMATE RECEPTOR, IONOTROPIC 
KAINATE 4 PRECURSOR [H.sapiens], 
glutamate receptor, ionotropic, kainate 5 
faamma 2) 


3078 


24504 


NM.012574 


k 


glutamate receptor, ionotropic, 
N-methyl D-aspartate 2B, 
glutamate receptor, ionotropic, 
NMDA2B (epsilon 2) 


glutamate receptor, ionotropic, N-methyl D- 
aspartate 2B 


3311 


11152 


NMJ17073 




glutamate-ammonia ligase 
(glutamine synthase), 
glutamine synthetase 




3311 


11153 


NM_017073 


q. r, s, z, rr 


glutamate-ammonia ligase 
(glutamine synthase), 
glutamine synthetase 




3402 


14002 


NM_017305 


qq 


glutamate-cysteine ligase , 
modifier subunit, glutamate- 
cysteine ligase, modifier 
subunit 


glutamate-cysteine ligase , modifier subunit, 
glutamate-cysteine ligase, modifier subunit 


3402 


14003 


NM_017305 


qq, w 


glutamate-cysteine ligase , 
modifier subunit, glutamate- 
cysteine ligase, modifier 
subunit 


glutamate-cysteine ligase , modifier subunit, 
glutamate-cysteine ligase, modifier subunit 


2947 


1247 


J05181 


w 


glutamate-cysteine ligase, 
catalytic subunit 


Homo sapiens, Similar to glutamate- 
cysteine ligase, catalytic subunit, clone 
MGC:26341 IMAGB4814728, mRNA, 
complete cds, glutamate-cysteine ligase, 
catalytic subunit 


3074 


20717 


NM.012569 


c 


glutaminase 


ESTs, Highly similar to GLSK RAT 
GLUTAMINASE, KIDNEY ISOFORM 
PRECURSOR [R.norvegicus], ESTs, 
Moderately similar to GLSKJHUMAN 
GLUTAMINASE, KIDNEY ISOFORM, 
MITOCHONDRIAL PRECURSOR (GLS) (L- 
GLUTAMINE AMIDOHYDROLASE) (K- 
GLUTAMINASE) [H.sapiens], Homo sapiens 
glutaminase isoform M precursor, mRNA, 
complete cds, expressed sequence 

AmA097 nlntaminaco 


231 


5331 


AA818996 


ii, rr 


glutaminyl-tRNA synthetase 


glutaminyl-tRNA synthetase 
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SEQ ( 
ID I 
NO. 


3LGC ( 
D NO. > 
\ 
\ 


BenBank f 
\cc. or - { 
*efSeq ID 
to. 


i/lodel Code \ 


Human Homologous Gene \ 
tame 


Human Homologous Cluster Title 


1967 ; 


>3596 > 


M105435 i 


JU, W ( 

( 


jlutaryl-Coenzyme A « 
tehydrogenase i 


expressed sequence AI266902, expressed, 
sequence D17825, glutaryl-Coenzyme A 
jehvdroqenase 


3689 ' 


853 I 


W_030826 ( 


9 ! 


glutathione peroxidase 1 


ESTs, Weakly similar to GSHCJRAT 
Glutathione peroxidase (GSHPX-1) (Cellular 
glutathione peroxidase) [R.norvegicus], 
glutathione peroxidase 1, glutathione 
peroxidase 2, glutathione peroxidase 2 
(aastrointestinatt 


3347 


17686 


NM_017165 


0 


glutathione peroxidase 4, 
glutathione peroxidase 4 
phospholipid 
hydroperbxidase) 


ESTs, Weakly similar to GSHHJRAT 
Phospholipid hydroperoxide glutathione 
peroxidase, mitochondrial precursor 
;PHGPx) (GPX-4) [R.norvegicus], RIKEN 
cDNA 231 001 6C1 6 gene, RIKEN cDNA 
3110050F08 gene, glutathione peroxidase 
4, glutathione peroxidase 4 (phospholipid 

hvrirnnfirnYiria?;^ 


3292 


18989 


NMJM7013 


qq, w 


glutathione S-transferase A2, 
glutathione S-transferase, 
alpha2(Yc2) 


ESTs, Weakly similar to GTA1__RAT 
GLUTATHIONE S-TRANSFERASE YA 
(LIGANDIN) (CHAIN 1) (GST CLASS- 
ALPHA) (CLONES PGST94 & PGTR261) 
[R.norvegicus], glutathione S-transferase 
A2, glutathione S-transferase, alpha 2 (Yc2) 


3796 


18990 


NMJ31509 


e 


glutathione S-transferase A2, 
glutathione S-transferase, 
alpha2(Yc2) 


ESTs, Weakly similar to GTA1.RAT 
GLUTATHIONE S-TRANSFERASE YA 
(LIGANDIN) (CHAIN 1) (GST CLASS- 
ALPHA) (CLONES PGST94 & PGTR261) 
[R.norvegicus], glutathione S-transferase 
A2, glutathione S-transferase, alpha 2 (Yc2) 


2926 


21011 


H32189 


nn 


glutathione S-transferase M2 
(muscie), glutathione S- 
transferase, mu 2 




2942 


21012 


J02592 


b,l, 

General, gg, 
hh, kki II 


glutathione S-transferase M2 
(muscle), glutathione S- 
transferase. mu 2 




2945 


21014 


J03914 


b, 1, o, x, 
General, II, 
rr 


glutathione S-transferase M2 
(muscle), glutathione S- 
transferase. mu 2 




3293 


21013 


NM.017014 


cc 


glutathione S-transferase M2 
(muscle), glutathione S- 
transferase, mu 2 




3293 


21015 


NMJ)17014 


s, cc 


glutathione S-transferase M2 
(muscie), glutathione S- 
transferase. mu 2 
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ID 
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Human Homologous Gene 
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Human Homologous Cluster Title 


1246 


14583 


AB008807 


dd, uu 


glutathione S-transferase 
omega 1, giutathione-S- 
transferase like; glutathione 
transferase omega 


ESTs, Weakly similar to GT01JOT 
Glutathione transferase omega 1 (GST0 1- 
1) (Glutathione-dependent 
dehydroascorbate reductase) 
[R.norvegicus], ESTs, Weakly similar to 
GTXHJHUMAN GLUTATHIONE-S- 
TRANSFERASE HOMOLO [H.sapiensJ, 
RIKEN cDNA 1700020F09 gene, 
glutathione S-transferase omega 1, 
glutathione transferase zeta 1 
(maleylacetoacetate isomerase), glutathione 
S-transferase like; glutathione transferase 


1246 


25148 


AB008807 


bb 


glutathione S-transferase 
omega 1, glutathione-S- 
transferase like; glutathione 
transferase omeqa 




3953 


1524 


NM_053293 


Genera] 


glutathione S-transferase theta 
1 , glutathione S-transferase, 
theta 1 


expressed sequence AI1 18089, glutathione 
S-transferase theta 1, glutathione S- 
transferase. theta 1 


3143 


961 


NM__012796 


P 


glutathione S-transferase theta 
2, glutathione S-transferase, 
theta 2 


glutathione S-transferase theta 2, 
glutathione S-transferase, theta 2 


2980 


6406 


L38615 


V 


glutathione synthetase 


EST, Highly similar to GSHB MOUSE 
GLUTATHIONE SYNTHETASE 
[M.musculusl, glutathione synthetase 


3291 


8417 


NMJJ17008 


I 


glyceraldehyde-3-phosphate 
dehydrogenase 


ESTs, Moderately similar to G3P MOUSE 
GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE [M.musculus], Mus 
musculus 12 days embryo head cDNA, 
RIKEN full-length enriched library, 
done:3000002C10:glyceraldehyde-3- 
phosphate dehydrogenase, full insert 
sequence, RIKEN cDNA 4930448K20 gene, 
glyceraldehyde-3-phosphate 

Hphvrt rnnpn^QP 


3673 


20380 


NM 024381 


\j 




to i s, vveaKiy similar to oLri\ muuoc 
GLYCEROL KINASE [M.musculus], RIKEN 
cDNA 2310009E04 npnp nlnmkinacp 

activity, related sequence 1, glucokinase 
activity, related sequence 2, glycerol kinase, 
glycerol kinase pseudogene 2 


3317 


1550 


NMJ)17084 


uu 


glycine N-methyltransferase ; 


glycine N-methyltransferase I 


3317 


1551 


NM 017084 


uu 


glycine N-methyltransferase 


glycine N-methyltransferase 


3317 


1552 


NMJ)17084 


g, uu 


glycine N-methyltransferase 


glycine N-methyltransferase 
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SEQ ( 
ID I 
NO. 


3LGC ( 

b no. ; 
i 
\ 


SenBank I 
tec. or 
tefSeq ID 


Addei Code \ 

'•: r 


luman Homologous Gene > \ 
dame 


taman Homologous Cluster Title, 


4058 ' 


16311 I 


s!M_053818 j 


c 
( 

< 


glycine transporter 1, solute 
carrier family 6 
neurotransmitter transporter, 
jlvcine). member 9 








MMJ)32080 I 


3, c, m, kk < 
I 


glycogen synthase kinase 3 I 
seta 


R1KEN cDNA9130221H12gene, glycogen 
synthase kinase 3 beta 


3932 


591 


NMJ)32G80 


b, c, 1, z, 
General, tt, 
vv 


glycogen synthase kinase 3 
beta 


RIKEN cDNA 9130221H12 gene, glycogen 
synthase kinase 3 beta 


4167 


19456 


NM_1 33298 


1, cc, qq, uu 


glycoprotein (transmembrane) 
nmb 


glycoprotein (transmembrane) nmb 


4167 


4048 


NM_133298 


1, cc, qq, uu 


glycoprotein (transmembrane) 
hmb 


glycoprotein (transmembrane) nmb 


4167 


4049 


NMJ33298 


1, cc, tt, uu 


glycoprotein (transmembrane) 
nmb 


glycoprotein (transmembrane) nmb 


196. 


16756 


AA818089 


q,z 


qlycyl-tRNA synthetase 


qlycyl-tRNA synthetase 


4UU4 




NM_053584 


m, z, dd, ee 


golgi SNAP receptor complex 
member 1 


Homo sapiens, Similar to golgi SNAP 
receptor complex member 1 , clone 
MGC:13657 1MAGE:4250494, mRNA, 
complete cds, golgi SNAP receptor complex 
member 1 


3858 


1004 


NMJJ31685 


m, x, dd 


golgi SNAP receptor complex 
member 2 


golgi SNAP receptor complex member 2 


3324 


20745 


NM_017113 


a, k, l.cc, tt, 
uu 


granulin 


granulin 


3324 


20746 


NMJM7113 


a, j, 1, cc, ss, 
uu, w 


granulin 


granulin 


3650 


352 


NMJ24127 


s, General 


growth arrest and DNA- 
damage-inducible 45 alpha, 
growth arrest and DNA- 
damaqe-inducible. alpha 


growth arrest and DNA-damage-inducible 
45 alpha, growth arrest and DNA-damage- 
inducible 45 beta, growth arrest and DNA- 
darnaqe-inducible. aloha 


3650 


353 


NMJ24127 


n, z, 

General, ee, 
kk, qq, ww 


growth arrest and DNA- 
damage-inducible 45 alpha, 
growth arrest and DNA- 
damaae-inducible. aloha 


growth arrest and DNA-damage-inducible j 
45 alpha, growth arrest and DNA-damage- 
inducible 45 beta, growth arrest and DNA- 
damaqe-inducible, aloha 


3650 


354 ... 


NM.0241.27 


n,r, . 
General, qq, 
vv 


growth arrest and DNA- 
damage-inducible 45 alpha, 
growth arrest and DNA- 
damaae-inducible, alpha 


growth arrest and DNA-damage-inducible 
45 alpha, growth arrest and DNA-damage- 
inducible 45 beta, growth arrest and DNA- 
damaae-inducible. alpha 


1715 


17506 


A1070068 


n, kk 


growth arrest and DNA- 
damage-inducible, beta 


growth arrest and DNA-damage-inducible 
45 beta, growth arrest and DNA-damage- 
inducible, alpha, growth arrest and DNA- 
damaae-inducible, beta 
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3840 


15767 


NMJ)31623 


n. y. . 
General, dd 


growth factor receptor bound 
protein 14, growth factor 
receptor-bound protein 14 


amyloid beta (A4) precursor protein-binding, 
family B, member 1 interacting protein, 
growth factor receptor bound protein 10, 
growth factor receptor bound protein 14, 
growth factor receptor-bound protein 10, 
growth factor receptor-bound protein 14 


1376 


17524 


AI010568 


ss 


growth hormone receptor 


growth hormone receptor 


3819 


939 


NMJ31577 


2 


growth hormone releasing 
hormone 




3687 


862 


NMJ)24487 


W 


GrpE-like 1, mitochondrial, 
GrpE-like protein cbchaperone 




3492 


1070 


NMJ19368 


f,q,z 


GS15, blocked early in 
transport 1 homolog (S. 
cerevisiaeVlike 




3667 


15350 


NMJ)24356 


P 


GTP cyclohydrolase 1, GTP 
cyclohydrolase 1 (dopa- 
responsive dystonia) 


GTP cyclohydrolase 1, GTP cyclohydrolase 
1 (dopa-responsive dystonia) 


3142 


16947 


NMJ312793 


a, b, e, m, s, 
2, General, 
qq, uu, w 


guanidinoacetate N- 
methyltransferase, 
guanidinoacetate 
methvltransferase 


expressed sequence AA571402, 
guanidinoacetate N-methyltransferase, 
guanidinoacetate methyltransferase 


3142 


16948 


NM_012793 


qq, uu 


guanidinoacetate N- 
methyltransferase, 
guanidinoacetate 
methvltransferase 


expressed sequence AA571402, 
guanidinoacetate N-methyltransferase, 
guanidinoacetate methyltransferase 


3722 


690 


NMJ)31034 


t, v, General, 
mm 


guanine nucleotide binding 
protein (G protein) alpha 12, 
guanine nucleotide binding 
protein, alpha 12 


ESTs, Moderately similar to guanine t 
nucleotide binding protein (G protein) alpha 
12 [Rattus norvegicus] [R.norvegicus], 
guanine nucleotide binding protein (G 
protein), alpha 13, guanine nucleotide 
binding protein, alpha 12, guanine 
nucleotide binding protein, alpha 13 


3722 


691 


NM_031034 


t, mm 


guanine nucleotide binding 
protein (G protein) alpha 12, 
guanine nucleotide binding 
protein, alpha 12 


ESTs, Moderately similar to guanine 
nucleotide binding protein (G proteinyalpha 
12 [Rattus norvegicus] [R.norvegicus], 
guanine nucleotide binding protein (G 
protein), alpha 13, guanine nucleotide 
binding protein, alpha 1 2, guanine 
nucleotide binding protein, alpha 13 
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SEQ ( 
ID I 
NO. 


3LGC ( 
DNO. I 
\ 
1 


SenBank I 

tec.- or v, 
fcfSeq ID 

NlO. 


i/lodel Code 1 

: ■ ;' 1 


Human Homologous Gene 1 
slame v 


Human Homologous Cluster Title 


184 : 


2143 i 


\A817892 ( 


i 
i 


guanine nucleotide binding 1 
protein (G protein), beta I 
polypeptide 2, guanine 
"uinlf*otide bindinn orotein 
Deta 2 


ESTs, Weakly similar to C Chain C, Apaf-1 j 
Sard in Complex With Prodomain Of 
Procaspase-9 {SUB 1-95 [H.sapiens], Homo 
sapiens mRN A expressed only in placental 
villi, clone SMAP5, PWP2 periodic j 
tryptophan protein homplog (yeast), Rattus 
norvegicus guanine nucleotide binding 
protein beta 4 subunit mRNA, partial cds, 
guanine nucleotide binding protein (G 
protein), beta polypeptide 2, guanine 
nucleotide binding protein, beta 2 


4156 


14959 


NM J 30734 


h,x, 

General, dd, 
ee 


guanine nucleotide binding 
protein (G protein), beta 
polypeptide 2-like 1, guanine 
nucleotide binding protein, 
beta 2, related sequence 1 


EST, Weakly similar to B33928 GTP-binding 
protein beta chain homolog [H.sapiens], 
EST. Weakly similar to GBLPHUMAN 
GUANINE NUCLEOTIDE-BINDING 
PROTEIN BETA SUBUNIT-LIKE PROTEIN 
12.3 [H.sapiens), Homo sapiens cDNA: 
FU21913 fis, clone HEP03888, Mus 
musculus, Similar to hypothetical protein 

PI HfVWi Hnna Mftf^ftfi?? 
rLJ IUOOO, OlUMtS |VtOls.£00£^ 

IMAGE:4220923, mRNA, complete cds, 
expressed sequence AL033335, guanine 
nucleotide binding protein (G protein), beta 
polypeptide 1 -like, guanine nucleotide 
binding protein (G protein), beta polypeptide 
2-iike 1, guanine nucleotide binding protein, 
beta 2, related sequence 1 


2168 


14960 


AI171319 


gg.hh . 


guanine nucleotide binding 
protein (G protein), beta 
polypeptide 2-like 1, guanine 
nucleotide binding protein, 
beta 2, related sequence 1 


EST, Weakly similar to B33928 GTP-binding 
protein beta chain homolog [H.sapiens], 
EST, Weakly similar to GBLPJ-IUMAN 
GUANINE NUCLEOTIDE-BINDING 
PROTEIN BETA SUBUNIT-LIKE PROTEIN 
12.3 [H.sapiens], Homo sapiens cDNA: 
FLJ21913 fis, clone HEP03888, Mus 
musculus, Similar to hypothetical protein 
FLJ10385, clone. MGC:28622 
IMAGE:4220923, mRNA complete cds, 
SWI/SNF related, matrix associated, actin 
dependent regulator of chromatin, subfamily 
b, member 1, expressed sequence 
AL033335, guanine nucleotide binding | 
protein (G protein), beta polypeptide 1-like, 
guanine nucleotide binding protein (G 
protein), beta polypeptide 2-like 1, guanine 
nucleotide binding protein, beta 2, related 
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SEQ I 
ID 

no:. 


SLGC 
D NO. 


GenBank 
Acc. or 
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No. 


VIodel Code 


Human Homologous Gene , . 
Name. : /* , ' ! ",^. 


Human Homologous Cluster Title : : - t 

I ' 


3656 


1878 


NMJ)24138 


cc 


guanine nucleotide binding 
protein (G protein), gamma 7, 
guanine nucleotide binding 
protein (G protein), gamma 7 
subunit 


guanine nucleotide binding protein (G 
protein), gamma 12, guanine nucleotide 
binding protein (G protein), gamma 7 


3079 


16024 


NMJ312578 


m 


H1 histone family, member 0 


H1 histone family, member 0, H1 histone 
family, member O (oocyte-specific) 


3079 


16025 


NMJM2578 


m, ww 


H1 histone family, member 0 


H1 histone family, member 0, H1 histone 
family, member O (oocyte-specific) - 


3079 


16026 


NMJM2578 


m, ww 


H1 histone family, member 0 


H1 histone family, member 0, H1 histone 
family, member O (oocyte-specific) 


3612 


17661 


NM_022674 


c, d, oo, xx 


H2A histone family, member Z 


EST, Weakly similar to histone H2AF/Z 
variant [Homo sapiens] [Ksapiens], ESTs, 
Highly similar to S03644 histone H2A.Z - rat 
[R.norvegicus], ESTs, Weakly similar to 
H2AZ_HUMAN HISTONE H2A [H.sapiens], 
H2A histone family, member Z, Homo 
sapiens cDNA FLJ32241 fis, clone 
PLACE6005231, RIKEN cDNA C530002L11 
gene, histone H2AF/Z variant 


3192 


5034 


NM_012966 


V 


heat shock 10 kDa protein 1 
(chaperonin 10), heat shock 
10kD protein 1 (chaperonin 
10) 


ESTs, Weakly similar to S47532 chaperonin 
groES [H.sapiens], expressed sequence 
AW1 08200, heat shock 10 kDa protein 1 
(chaperonin 10), heat shock 10kD protein 1 
fchaDeronin 10) 


2989 


1466 


M14050 


p.q. 

General, dd, 
ff 


heat shock 70kD protein 5 
(glucose-regulated protein, 
78kD) 


EST, Weakly similar to GR78_RAT 78 KD 
GLUCOSE-REGULATED PROTEIN 
PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN 
BINDING PROTEIN) (BIP) 
(STEROIDOGENESIS-ACTIVATOR 
POLYPEPTIDE) [R.norvegicus], expressed 
sequence AL022860, heat shock 70kD 
protein 5 (glucose-regulated protein, 78kD) 


3665 


17764 


NMJ)24351 


h, l,w, uu 


heat shock 70kD protein 8 


EST, Moderately similar to HS7C.HUMAN 
HEAT SHOCK COGNATE 71 KDA PROTEI 
[H.sapiens], EST, Weakly similar to A27077 
dnaK-type molecular chaperone 
[H.sapiens], EST, Weakly similar to A45935 
dnaK-type molecular chaperone hsc70 - 
mouse [M.musculus], ESTs, Moderately 
similar to HS7C MOUSE HEAT SHOCK 
COGNATE 71 KDA PROTEIN 
[M.musculus], ESTs, Weakly similar to 
HS7C MOUSE HEAT SHOCK COGNATE 
71 KDA PROTEIN [M.musculus], heat shock 

7Al/n nrrvfain 8 
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SEQ ( 

ID;;' I 


3LGC ( 
D NO. 1 
I 
I 


3enBank f 
\cc. or 
RefSeq ID 
sio. 


Vlodel Code 1 

•1 


■iuman Homologous Gene 1 
iame ^ 


-Iuman Homologous Cluster Title 


3665 


17765 I 


MMJ)24351 I 


i 


reat shock 70kD protein 8 


EST, Moderately similar to HS7CJHUMAN 
HEAT SHOCK COGNATE 71 KDA PROTEI 
\H saoiensl EST Weaklv similar to A27077 
dnaK-type molecular chaperone 
H.sapiens], EST, Weakly similar to A45935 
naK-type molecular chaperone hsc70 - 
mouse [M.musculus], ESTs, Moderately 
similar to HS7C MOUSE HEAT SHOCK 
COGNATfc 71 KDA rKU I bIN 

M.musculus], ESTs, Weakly similar to 
HS7C MOUSE HEAT SHOCK COGNATE 
71 KDA PROTEIN [M.musculus], heat shock 

7ni/>n nrofoin fl 


3869 


21693 


NM_031714 


P.tt 


heat-responsive protein 12, 

fron clfaHrMiol inhiKifnr nrr\foin 

Uansiauonai inniuuur piumm 
p14.5 


Mus musculus adult male liver cDNA, 

PlkPNt fiill-lpnnfh pniirJiprl iihrarv 
r\] ixC—IM lull ici lyui wi ii iuicu itui ai j, 

clone:1 30001 5121 :heat-responsive protein 
12, full insert sequence, heat-responsive 
protein 12, translation^ inhibitor protein 
D14.5 


2427 


16081 


AH 79610 


S, IT 


heme oxygenase (decycling) 1 


heme oxygenase (decycling) 1 


1256 


19702 


AF008587 


P 


hemochromatosis 


EST, Highly similar to HFEJHUMAN 
HEREDITARY HAEMOCHROMATOSIS 
PROTEIN PRECURSOR [H.sapiens], 
hemochromatosis 


499 


18897 


AA875207 


g 


hemoglobin beta chain 

romnlPY hpmnnlnhin hpta 

UUIIIfJItsA, 1 IGIIIUVJIISUIII, UClo 


EST, Moderately similar to HBB1.RAT 
Hemoalobin beta chain maior-form 
[R.norvegicus], expressed sequence 
AI036344, Hemoglobin, beta, hemoglobin, 
beta adult major chain, hemoglobin, beta 
adult minor chain, hemoalobin. delta 




17R9Q 




V 
V 


hemoalobin beta chain 

I 1 Wl 1 IvM IV/fc*ll 1 1/wlU wl lull I 

complex, hemoglobin, beta 


EST, Moderately similar to HBB1_RAT 
Hemoglobin beta chain, major-form 
[R.norvegicus], expressed sequence 
AI036344, hemoglobin, beta, hemoglobin, 
beta adult major chain, hemoglobin, beta 
adult minor chain, hemoalobin. delta 


3543 


25699 


NM_022180 


General, tt 


hepatic nuclear factor 4, 
hepatocyte nuclear factor 4, 
alpha 


ESTs, Weakly similar to HEPATOCYTE 
NUCLEAR FACTOR 4 [M.musculus], Mus j 
musculus, clone IMAGE:4990763, mRNA, 
hepatic nuclear factor 4, hepatocyte nuclear 
factor 4. alDha 


3543 


20257 


NM_022180 


General 


hepatic nuclear factor 4, 
hepatocyte nuclear factor 4, 
alpha 


ESTs, Weakly similar to HEPATOCYTE 
NUCLEAR FACTOR 4 [M.musculus], Mus 
musculus, clone IMAGE:4990763, mRNA, 
hepatic nuclear factor 4, hepatocyte nuclear 
factor 4. alpha 
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SEQ 

ID 
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GeriBank. 
Acc. or 
RefSeq ID 
No. 


ModelCode 


Human Homologous Gene-,. . 
Name 


Human Homologous Cluster Title 

:' • ' • • ' i 


3295 


649 


NM_017017 


cc 


hepatocyte growth factor, 
hepatocyte growth factor 
(hepapoietin A; scatter factor) 


hepatocyte growth factor, hepatocyte growth 
factor (hepapoietin A; scatter factor) 


3666 


844 


NM.024352 


h, I, n, uu 


hepatocyte growth factor-like, 
macrophage stimulating 1 
hepatocyte growth factor-like) 




3982 


22586 


NMJ)53469 


a, n ( y 


hepcidin antimicrobial peptide 


hepcidin antimicrobial peptide 


3323 


1548 


NM_017112 


b, General 


hepsin, hepsin 

i transmembrane protease, 

serine 1) 

i 


ESTs, Weakly similar to HEPS_RAT 
SERINE PROTEASE HEPSIN 
[R.norvegicus], ESTs, Weakly similar to 
TMS2J/IOUSE TRANSMEMBRANE 
PROTEASE, SERINE 2 (EPITHELIASIN) 
(PLASMIC TRANSMEMBRANE PROTEIN 
X) [M.musculus], Mus musculus airway 
trypsin-like protease mRNA, complete cds, 
Mus musculus, Similar to transmembrane 
protease, serine 4, clone MGC:29209 
IMAGE:5030266, mRNA complete cds, 
heDsin heDsin (transmembrane Drotease 


3783 


4234 


NMJ)31330 


m,ff 


heterogeneous nuclear 
ribonucleoprotein A/B 


DAZ associated protein 1, Musashi homolog 
l(Drosophila), Musashi homolog 2 
(Drosophila), RIKEN cDNA 4933434H1 1 
gene, expressed sequence AA959857, 
heterogeneous nuclear ribonucleoprotein 
A/B, musashi homolog 1 (Drosophila) 


3379 


17502 


NM_017248 


rr 


heterogeneous nuclear 
ribonucleoprotein A1 


ESTs, Highly-similar to I52962 FBRNP 
[H.sapiens], ESTs, Highly similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], ESTs, Moderately similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], ESTs, Weakly similar to 
ROA1_RAT Heterogeneous nuclear 
ribonucleoprotein A1 (Helix-destabilizing 
protein) (Single-strand binding protein) 
(hnRNP core protein A1) (HDP) 
[R.norvegicus], Homo sapiens cDNA: 
FLJ22720fis, clone HSI14320, Mus 
musculus, Similar to TAR DNA binding 
protein, clone MGC:19284 IMAGE:4016437, 
mRNA, complete cds, RIKEN cDNA 
4930547K05 gene, heterogeneous nuclear 
ribonucleoprotein A1 
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SEQ ( 
ID 1 
NO. 


3LGC C 
D NO. i 
1 
1 


BenBank I 
\cc. or 
tefSeq ID 
Mo. 


Aodel Code \ 

"' t 


Uiman Homologous Gene \ 
>lame . 


luman Homologous Cluster Title 

... .. Ay-- J • • .. •' ■ 


3379 * 


15012 I 


W_017248 \ 


ck 1 
i 


leterogeneous nuclear I 
ibonucleoprotein A1 | 

( 


ESTs, Highly similar to 152962 FBRNP 
Ksapiens], ESTs, Highly similar to S12520 
sore protein A1 [H.sapiens], ESTs, Highly 
similar to heterogeneous ribonuclear particle 
Drotein A1 [H.sapiens], ESTs, Moderately 
similar to heterogeneous ribonuclear particle 
protein A1 [H.sapiens], ESTs, Weakly 
similar to ROA1_RAT Heterogeneous 
nuclear ribonucleoprotein A1 (Helix- 
destabilizing protein) (Single-strand binding 
protein) (hnRNP core protein A1) (HDP) 
Rnorvegicus], Homo sapiens cDNA: 
FLJ22720 fis t clone HSI14320, Mus 
museums, oimiiar 10 i ak uina oinatng 
protein, clone MGC;19284 IMAGE:4016437, 
mRNA, complete cds, RIKEN cDNA 
2610510D13 gene, RIKEN cDNA 
4930547K05 gene, heterogeneous nuclear 
ribonucleoprotein A1, heterogeneous 
nuclear ribonucleoprotein A3 


4122 


2413 


NM_057141 


l.n 


heterogeneous nuclear 
ribonucleoprotein K 


ESTs, Highly similar to heterogeneous 
nuclear ribonucleoprotein K, isoform b; dG- 
stretch binding protein; transformation 
upregulated nuclear protein [Homo sapiens] 
[H.sapiens], ESTs, Weakly similar to 
heterogeneous nuclear ribonucleoprotein K 
[Rattus norvegicus] [R.norvegicus], 
heterogeneous nuclear ribonucleoprotein K, 
poly(rC) binding protein 3, poly(rC) binding 

nrntein & 


4122 


2416 


NM_057141 


w 


heterogeneous nuclear 
ribonucleoprotein K 


ESTs, Highly similar to heterogeneous 
nuclear ribonucleoprotein K, isoform b; dC~ 
stretch binding protein; transformation 
upregulated nuclear protein [Homo sapiens] 
[H.sapiens], ESTs, Weakly similar to 
heterogeneous nuclear ribonucleoprotein K 
[Rattus norvegicus] [R.norvegicus], 
heterogeneous nuclear ribonucleoprotein K, 
poly(rC) binding protein 3, poly(rC) binding 

nrntpin A 


885 


16945 


AA925541 


c 


heterogeneous nuclear 
ribonucleoprotein L 


heterogeneous nuclear ribonucleoprotein L 
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RefSeq ID 
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Human Homologous Gene 
Name V 

.■ *' • 


Human Homologous Cluster Title fl 


1666 


19835 


AI058964 


II 


heterogeneous nuclear 
ribonucleoprotein U, 
heterogeneous nuclear 
ribonucleoprotein U (scaffold 
attachment factor A) 


E1B-55kDa-associated protein 5, EST, 
Weakly similar to heterogenous nuclear 
ribonucleoprotein U; scaffold attachment ! 
factor A; nuclear matrix protein sp1 20 [Mus 
musculus] [M.musculus], expressed 
sequence AI465155, heterogeneous nuclear 
ribonucleoorotein U 


4121 


19834 


NMJ)57139 


V 


heterogeneous nuclear 
ribonucleoprotein U, 
heterogeneous nuclear 
ribonucleoprotein U (scaffold 
attachment factor A) 


E1B-55kDa-associated protein 5, EST, 
Weakly similar to heterogenous nuclear 
ribonucleoprotein U; scaffold attachment 
factor A; nuclear matrix protein sp120 [Mus 
musculus] [M.musculus], expressed 
sequence AI465155, heterogeneous nuclear 
ribonucleoorotein U 


3127 


1372 


NMJM2734 


XX 


hexokinase 1 


ESTs, Weakly similar to A35244 hexokinase 
[M.musculus], Mus musculus, Similar to 
hexokinase 1, clone MGC:28816 
IMAGE:4504302, mRNA, complete cds, 
hexokinase 1 


1299 


10108 


AI007857 


b, General, 
dd 


HGF-regulated tyrosine kinase 
substrate, hepatocyte growth 
factor-regulated tyrosine 
kinase substrate 


ESTs, Weakly similar to HGF-regulated 
tyrosine kinase substrate [Mus musculus] 
[M.musculus], HGF-regulated tyrosine 
kinase substrate, RIKEN cDNA 170001 3B03 
gene, WD40- and FYVE-domain containing 
protein 2, hepatocyte growth factor- 
regulated tyrosine kinase substrate, 
myotubuiarin related protein 3, 
phosphoinositide-binding protein SR1, 
target of mybl homolog (chicken), zinc 
finger protein, subfamily 2A (FYVE domain 

™>nt5»ininn\ 1 


4145 


24604 


NMJ80906 


r. PP 


HIM responsive RTP801, 
RIKEN cDN A 583041 3E08 
gene 


HIF-1 responsive RTP801, Homo sapiens, 
Similar to RIKEN cDNA 1700037B1 5 gene, 
clone MGC:9960 IMAGE:3877854, mRNA, 
complete cds 


3355 


15434 


NM_017187 


y 


high mobility group box 2, high 
mobility group (nonhistone 
chromosomal) protein 2 


EST, Moderately similar to HMG2_RAT 
High mobility group protein 2 (HMG-2) 
[R.norvegicus], ESTs, Weakly similar to 
2001 363A high mobility group protein 2 
[H.sapiens], ESTs, Weakly similar to 
HMG2_RAT High mobility group protein 2 ; 
(HMG-2) [R.norvegicus], Homo sapiens, 
clone MGC:33358 IMAGE:5266418, mRNA, 
complete cds, RIKEN cDNA 2610021 J01 
gene, expressed sequence C80539, high 
mobility group box 2, high-mobility group 
(nonhistone chromosomal) protein 2 
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Huriian Homologous Gene 
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Human Homologous Cluster Title , 


3355 


15437 


NM_017187 


r, y, ww 


high mobility group box 2, high- 
mobility group (nonhistone 
chromosomal) protein 2 


EST, Moderately similar to HMG2_RAT 
High mobility group protein 2 (HMG-2) 
Rnorvegicus], ESTs, Weakly similar to 
2001 363A high mobility group protein 2 
H.sapiens], ESTs, Weakly similar to 
HMG2_RAT High mobility group protein 2 
;HMG-2) [R.norvegicus], Homo sapiens, 
clone MGC:33358 IMAGE:5266418, mRNA, 
complete cds, RIKEN cDNA 2610021J01 
gene, expressed sequence C80539, high 
mobility group box 2, high-mobility group 
(nonhistone chromosomal) protein 2 


3344 


70 


NML017159 


b f c f y 


histidine ammonia lyase, 
histidine ammonia-lyase 


histidine ammonia lyase, histidine ammonia- 
lyase 


592 


17345 


AA892014 


c 


HLA-B associated transcript 1, 
HLA-B-associated transcript 
1A 


ESTs, Highly similar to S33681 translation 
initiation factor elF-4AJ [H.sapiens], ESTs, 
Weakly similar to A4281 1 nuclear RNA 
helicase (DEAD family) homolog - rat 
[R.norvegicus], RIKEN cDNA 2610307C23 
gene, hypothetical protein MGC6664 


592 


17346 


AA892014 


k 


HLA-B associated transcript 1 , 
HLA-B-associated transcript 
1A 


ESTs, Highly similar to S33681 translation 
initiation factor eiF-4A.I [H.sapiens], ESTs, 
Weakly similar to A4281 1 nuclear RNA 
helicase (DEAD family) homolog - rat 
[R.norvegicus], RIKEN cDNA 2610307C23 
gene, hypothetical protein MGC6664 
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Human Homologous Cluster Title 


3670 


20772 


NM.024363 


C, V, 00 


HMT1 hnRNP 
methyltransferase-like 2 (S. 
cerevisiae), heterogeneous 
nuclear ribonucleoproteins 
methyltransferase-like 2 (S. 
cerevisiae) 


EST, Moderately similar to ANM1.HUMAN 
PROTEIN ARGININE N- 
METHYLTRANSFERASE 1 {H.sapiens], 
EST, Weakly similar to ANM1_HUMAN 
PROTEIN ARGININE N- 
METHYLTRANSFERASE 1 [H.sapiens], 
ESTs, Moderately similar to ANM1 J/IOUSE 
PROTEIN ARGININE N- 
METHYLTRANSFERASE 1 [M.musculus], 
ESTs, Weakly similar to ANM1_MOUSE 
PROTEIN ARGININE N- 
METHYLTRANSFERASE 1 [M.musculus], 
HMT1 hnRNP methyltransferase-like 2 (S. 
cerevisiae), RIKEN cDNA2410018A17 
gene, cdactivator-associated arginine 
methyltransferase 1, coactivator-associated 
arginine methyltransferase-1, 
heterogeneous nuclear ribonucleoproteins 
methyltransferase-like 2 (S. cerevisiae), 
heterogeneous nuclear ribonucleoproteins 
methyltransferase-like 2 (S. cerevisiae), 

— i— i — » ; 


3733 


7351 


NMJD31059 


g 


homeo box, msh-like 1, msh 
homeo box homolog 1 
(Drosophila) 


homeo box, msh-like 1 , homeo box, msh- 
like 3, msh homeo box homolog 1 
(Drosophila), spinal cord axial homeobox 
qenel 


3956 


15749 


NM_053309 


cc 


Homer, neuronal immediate 
early gene, 2, homer, neuronal 
immediate early gene, 2 


Homer, neuronal immediate early gene, 2, 
homer, neuronal immediate early gene, 1 


3956 


15750 


NMJJ53309 


e 


Homer, neuronal immediate 
early gene, 2, homer, neuronal 
immediate early gene* 2 


Homer, neuronal immediate early gene, 2, 
homer, neuronal immediate early gene, 1 


3956 


15751 




X 


nomer, neuronal immeaiaie 
early gene, 2, homer, neuronal 
immediate early gene, 2 


nomer, neuronal unniuutdic tJaity ytjue, c x 
homer, neuronal immediate early gene, 1 


2592 


573 


AI232087 


h, 1, m, qq 


hydroxyacid oxidase (glycolate 
oxidase) 3, hydroxyacid 
oxidase 3 (medium-chain) 
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SEQ: ( 
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3LGC ( 
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BeriBank I 
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*efSeq ID \ 
slo. 


Ulodel Code \ 
\ 


iumari Homologous Gene 1 
tome *\. .. 


HumanlHomologpus Cluster Title 


3943 ' 


I409 ! 


vJM_033349 1 


,ii i 
i 


lydroxyacyl glutathione 1 
iydroiase 1 

• 


ESTs, Highly similar to GL02_HUMAN 
HYDROXYACYLGLUTATHIONE 
HYDROLASE [H.sapiens], Mus musculus, 
Similar to hydroxyacy! glutathione 
iydroiase, clone MGC:6697 
MAGE.3583919, mRNA, complete cds, 
RIKEN cDNA 0610025L15 gene, RIKEN 
cDNA 1500017E18 gene, brain protein 17, 

hvHrnYVprtvl nliitathinnfi hvdrnlasfi 


3316 


23660 


NM_017080 


a, 1, w 


hydroxysteroid (11 -beta) 
dehydrogenase 1, 
hydroxysteroid 11-beta 
dehydrogenase 1 


ESTs, Weakly similar to DHI1JW 
Corticosteroid 11-beta-dehydrogenase, 
isozyme 1 (11 -DH) (11-beta-hydroxysteroid 
dehydrogenase 1) (11-beta-HSD1) 
Rnorvegicus], Mus musculus, Similar to 
hydroxysteroid 17-beta dehydrogenase 11, 
clone MGC:30360 IMAGE5132342, mRNA, 
complete cds, Mus musculus, clone 
MGC:6908 IMAGE:2655855, mRNA, 
complete cds, hydroxysteroid (11-beta) 
dehydrogenase 1, hydroxysteroid 11-beta 
dehydrogenase 1, retinal short-chain 
dehydrogenase/reductase retSDR2 


3372 


21743 


NMJ17235 




hydroxysteroid (17-beta) 
dehydrogenase 7 


ESTs, Highly similar to DHB7_RAT 
ESTRADIOL 17 BETA-DEHYDROGENASE 
7 (17-BETA-HSD 7) (17-BETA- 
HYDROXYSTEROID DEHYDROGENASE 
7) (PRL RECEPTOR ASSOCIATED 
PROTEIN) (FRAP) [R.norvegicus], PAN2 
protein, RIKEN cDNA3110030G19 gene, 
WW domain-containing oxidoreductase, 
hydroxysteroid (17-beta) dehydrogenase 7 


3372 


21744 


NMJD17235 


bb,ii,jj 


hydroxysteroid (17-beta) 
dehydrogenase 7 


PAN2 protein, RIKEN cDNA3110030G19 
gene, WW domain-containing 
oxidoreductase, hydroxysteroid (17-beta) 
dehydrogenase 7, hydroxysteroid 17-beta 
dehvdroaenase 7 


3027 


13547 


M63983 


e 


hypoxanthine guanine 
phosphoribosyl transferase, 
hypoxanthine 

phosphoribosyltransferase 1 
(Lesch-Nyhan syndrome) 


EST, Moderately similar to The Crystal 
Structure Of lcam-2 {SUB 25-216 
[H.sapiens], ESTs, Weakly similar to 
S1 81 40 hypoxanthine 
phosphoribosyltransferase (EC 2.4.2.8) - rat 
[R.norvegicus], hypoxanthine guanine 
phosphoribosyl transferase, hypoxanthine 
phosphoribosyltransferase 1 (Lesch-Nyhan 
svnrlrnmfi) 
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SEQ \ 
ID 1 
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3LGC I 
DNO. i 

\ 


SenBank I 
*cc. or 
RefSeq ID 

Mo. ' ! 


Model Code 

", 


-luman Homologous Gene 
Mame ^ 


tfuman Homologous Cluster Title 


1257 


20438 


AF009656 


e, u 

• 


hypoxanthine guanine 
phosphoribosyl transferase, 
lypoxanthine 

phosphoribosyltransferase 1 
Lesch-Nyhan syndrome) 


ESTs, Weakly similar to S18140 
hypoxanthine phosphoribosyltransferase 
(EC 2.4.2.8) - rat [R.norvegicus], 
hypoxanthine guanine phosphoribosyl 
transferase, hypoxanthine 
phosphoribosyltransferase 1 (Lesch-Nyhan 
svndrome^ 


3668 


1146 


NMJ)24359 


a, m 


hypoxia inducible factor 1 , 
alpha subunit, hypoxia- 
inducible factor 1, alpha 
subunit (basic helix-loop-helix 
transcription factor) 


Mus musculus inhibitory PAS domain 
protein (Ipas) mRNA, complete cds, hypoxia 
inducible factor 1 , alpha subunit, hypoxia- ! 
inducible factor 1, alpha subunit (basic helix- 
loop-helix transcription factor), neuronal 
PAS domain protein 1 , single-minded 1, 
single-minded 2, single-minded homolog 1 
(Drnsonhila^ 


3668 


1148 


NMJ24359 


a 


hypo)da inducible factor 1 , 
alpha subunit, hypoxia- 
inducible factor 1, alpha 
subunit (basic helix-loop-helix 
transcription factor) 


Mus musculus inhibitory PAS domain 
protein (Ipas) mRNA, complete cds, hypoxia 
inducible factor 1, alpha subunit, hypoxia- 
inducible factor 1, alpha subunit (basic helix- 
loop-helix transcription factor), neuronal 
PAS domain protein 1, single-minded 1, 
single-minded 2, single-minded homolog 1 
fDrnsnnhila* 


3662 


22079 


NMJ324157 


a, General, 
uu, w 


I factor (complement), 
complement component factor 
i 


I factor (complement), complement 
component factor i 


3011 


23610 


M32754 


I 


inhibin alpha, inhibin, alpha 


inhibin alpha, inhibin, alpha 


3144 


10248 


NMJ312797 


ff 


inhibitor of DNA binding 1 , 
inhibitor of DNA binding 1 , 
dominant negative helix-loop- 
helix protein 




2031 


16510 


AI1 37583 


b, w, ii, rr, tt 


inhibitor of DNA binding 2, 
inhibitor of DNA binding 2, 
dominant negative heiix-loop- 
helix protein 


ESTs, Weakly similar to JC2112 helix-loop- 
helix protein, Id2 - rat [R.norvegicus], 
inhibitor of DNA binding 2, inhibitor of DNA 
binding 2, dominant negative helix-loop- 
helix protein, inhibitor of DNA binding 4, 
inhibitor of DNA binding 4, dominant 
neaative helix-looD-helix Drotein 


3226 


16511 


NM_013O60 


IT 


inhibitor of DNA binding 2, 
inhibitor of DNA binding 2, 
dominant negative helix-loop- 
helix protein 


ESTs, Weakly similar to JC2112 helix-loop- 
helix protein, Id2 - rat [R.norvegicus], 
inhibitor of DNA binding 2, inhibitor of DNA 
binding 2, dominant negative helix-loop- 
helix protein, inhibitor of DNA binding 4, 
inhibitor of DNA binding 4, dominant 
neaative helix-loon-helix orotfiin 
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4143 ' 


13424 1 


SIM_080899 \ 


WW I 


nhibitor of kappa light 
Dolypeptide enhancer in B- 
sells, kinase complex- 
associated protein, inhibitor of 
kappa light polypeptide gene 
enhancer in B-ceils, kinase 
COmn|ex-asgoc!3tec| protein 


nhibitor of kappa light polypeptide gene 
enhancer in B-cells, kinase complex- 
associated protein 


3928 


18640 


NM.032057 


p.ee 


inositol (myo)-1 (or 4)- 
monophosphatasel, 
inositol(myo)-1(or 4)- 
monoohosDhatase 1 


inositol (myo)-1(or4)-monophosphatase 1, 
inositol (myo)-1(or 4)-monophosphatase 2, 
inositol(myo)-1(or 4)-monophosphatase 1 


3250 


1712 


NMJ13138 


nn 


inositol 1,4,5-triphosphate 
receptor 3, inositol 1,4,5- 
triphosphate receptor, type 3 


ESTs, Highly similar to IP3R MOUSE 
INOSITOL 1 ,4,5-TRISPHOSPHATE- 
BINDING PROTEIN TYPE 1 RECEPTOR 
M.musculus], ESTs, Moderately similar to 
IP3R MOUSE INOSITOL 1,4,5- 
TRISPHOSPHATE-BINDING PROTEIN 
TYPE 1 RECEPTOR [M.musculus], ESTs, 
Moderately similar to IP3S_MOUSE_1 
[Segment 1 of 2] Inositol 1,4,5-trisphosphate 
receptor type 2 (Type 2 inositol 1 ,4,5- 
trisphosphate receptor) (Type 2 lnsP3 
receptor) (IP3 receptor isoform 2) (lnsP3R2) 
(Inositol 1 ,4,5-trisphosphate type V 

rpnpntnrt fFranmpnta^ rM mu^nulusl ESTs 

t wlsGUlUi J II 1 QUI IICI ItO^ [IWl.l 1 lUOV/Uluoj, L_w I j, 

Weakly similar to 1P3R MOUSE INOSITOL 
1 ,4,5-TRISPHOSPHATE-BINDING 
PROTPIM TYPF 1 RFHFPTOR 

[M.musculus], inositol 1,4,5-triphosphate 
receptor 1, inositol 1,4,5-triphosphate 
receptor o, inositol i j^o-inpnospnau; 


3635 


19669 


NMJ)22944 


X 


inositol polyphosphate 
phosphatase-like 1 


EWS/FLI1 activated transcript 2, SH2 
domain protein 1A, inositol polyphosphate 
Dhosphatase-like 1 


2992 


21053 


M15481 


qq 


insulin-like growth factor 1, 
insulin-like growth factor 1 
(somatomedin C) 




4406 


21054 


X06107 


g.v 


insulin-like growth factor 1, 
insulin-like growth factor 1 
(somatomedin C) 




1428 


24411 


AI012577 


h.z 


insulin-like growth factor 2, 
insulin-like growth factor 2 
(somatomedin A) 


insulin-like growth factor 2, insulin-like 
growth factor 2 (somatomedin A) 


2995 


24407 


M17960 


V 


insulin-like growth factor 2, 
insulin-like growth factor 2 
(somatomedin A) 


insulin-like growth factor 2, insulin-like 
growth factor 2 (somatomedin A) 
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3798 


24410 


NM.031511 


g 


insulin-like growth factor 2, 
insulin-like growth factor 2 
(somatomedin A) 


insulin-like growth factor 2, insulin-like 
growth factor 2 (somatomedin A) 


3959 


25480 


NM.053329 


X 


insulin-like growth factor 
binding protein, acid labile 
subunit 


ESTs, Weakly similar to A41 91 5 insulin-like 
growth factor-binding complex acid-labile 
chain precursor [H.sapiens], ESTs, Weakly 
similar to ALS MOUSE INSULIN-LIKE 
GROWTH FACTOR BINDING PROTEIN 
COMPLEX ACID LABILE CHAIN 
PRECURSOR [M.musculus], RIKEN cDNA 
1 200009022 gene, glycoprotein A 
repetitions predominant, glycoprotein lb 
(platelet), alpha polypeptide, insulin-like 
growth factor binding protein, acid labile 
subunit, toll-like receptor 3, toll-like receptor 
4, toll-like receptor 5 


4454 


16413 


X65036 


00 


integrin alpha 7, integrin, alpha 
7 


integrin alpha 6, integrin alpha 7, integrin, 
alpha 6, integrin, alpha 7 


4454 


16414 


X65036 


u 


integrin alpha 7, integrin, alpha 
7 


integrin alpha 6, integrin alpha 7, integrin, 
alpha 6, integrin, alpha 7 


2330 


14989 


Al 177366 


b 


integrin beta 1 (fibronectin 
receptor beta), integrin, beta 1 
(fibronectin receptor, beta 
polypeptide, antigen CD29 
includes MDF2, MSK12) 


integrin beta 1 (fibronectin receptor beta), 
integrin beta 2, integrin beta 7, integrin, beta 
1 (fibronectin receptor, beta polypeptide, 
antigen CD29 includes MDF2, MSK12), 
integrin, beta 2 (antigen CD18 (p95), 
lymphocyte function-associated antigen 1; 
macrophage antigen 1 (mac-1) beta 
snbiinitVintearin.bfita7 


3493 


1818 


NMJ)19369 


a, uu 


inter alpha-trypsin inhibitor, 
heavy chain 4, inter-alpha 
(globulin) inhibitor H4 (plasma 
Kallikrein-sensitive 
glycoprotein) 


EST, Weakly similar to JC5953 inter-alpha- 
inhibitor H4P heavy chain - rat 
[R.norvegicus], ESTs, Weakly similar to 
1NTER-ALPHA-TRYPSIN INHIBITOR 
HEAVY CHAIN H2 PRECURSOR 
[M.musculusJ, inter alpha-trypsin inhibitor, 
heavy chain 4, inter-alpha (globulin) inhibitor 
H4 (plasma Kallikrein-sensitive glycoprotein) 


3193 


2554 


iMlVMJlZyDf 


w 


intercellular adhesion 
molecule, intercellular 
adhesion molecule 1 (CD54), 
human rhinovirus receptor 


ESTs, Weakly similar to ICA1 J-iUMAN 
INTERCELLULAR ADHESION MOLECULE- 
1 PRECURSOR [Ksapiens], intercellular 
adhesion molecule, intercellular adhesion 
molecule 1 (CD54), human rhinovirus 
receptor, intercellular adhesion molecule 3, 
intercellular adhesion molecule 5, 
tfilancenhalin 
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3193 


2555 


NM_012967. 


w 


intercellular adhesion 
molecule, intercellular 
adhesion molecule 1 (CD54), 
human rhinovirus receptor 


ESTs, Weakly similar to ICA1_HUMAN 
INTERCELLULAR ADHESION MOLECULE- 
1 PRECURSOR [H.sapiens], intercellular 
adhesion molecule, intercellular adhesion 
molecule 1 (CD54), human rhinovirus 
receptor, intercellular adhesion molecule 3, 
intercellular adhesion molecule 5, j 
telennfinhalin 


3082 


20126 


NM.012591 


u.nn 


interferon regulatory factor 1 


ESTs, Moderately similar to sirtuin 2 (silent 
mating type information regulation 2, 
homolog) 2 (S. cerevisiae) [Rattus 
norvegicus] [R.norvegicus], Mus musculus, 
Similar to sirtuin silent mating type 
information regulation 2 homolog 7 (S. 
cerevisiae), clone MGC:37560 

expressed sequence AI646973, interferon 
regulatory factor 1, interferon regulatory 
factor 2, interferon regulatory factor 4, 
interferon regulatory factor 5, sirtuin 1 
((silent mating type information regulation 2, 
homolog) 1 (S. cerevisiae), sirtuin 2 (silent 
mating type information regulation 2, 
homolog) 2 (S. cerevisiae), sirtuin 3 (silent 
mating type information regulation 2, 


3082 


21162 


NM.012591 




interferon regulatory factor 1 


expressed sequence AI646973, interferon 
regulatory factor 1, interferon regulatory 
factor 2, interferon regulatory factor 4, 
interferon reoulatorv factor 5 


3460 


17908 


NMJM9242 


f, General, 
ee, pp 


interferon-related 
developmental regulator 1 


ESTs, Weakly similar to IFR1_RAT 
INTERFERON-RELATED 
DEVELOPMENTAL REGULATOR 1 
(NERVE GROWTH FACTOR-IN DUCIBLE 
PROTEIN PC4) (IRPR) [R.norvegicus], 
interferon-related developmental regulator 
1, interferon-related developmental 
reoulator2 


3799 


24710 


NM_031512 


w 


interleukin 1 beta, interleukin 
1,beta 




3218 


115 


NMJ13037 


u 


interleukin 1 receptor-like 1 


interleukin 1 receptor-like 1 


3246 


14300 


NMJJ13129 


pp 


interleukin 15 


interleukin 15 


4175 


656 


NM J 33380 


X 


interleukin 4 receptor, 
interleukin 4 receptor, alpha 


colony stimulating factor 2 receptor, beta 1 , 
low-affinity (granulocyte-macrophage), 
interleukin 4 receptor, interleukin 4 receptor, 
alpha 


3296 


6598 


NM__017020 


j, n,xx 


interleukin 6 receptor, 
interleukin 6 receptor, alpha 


interleukin 6 receptor 
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3797 


17427 


NM_031510 


P 


isocitrate dehydrogenase 1 
(NADP+), soluble 


ESTs, Highly similar to IDHCJRAT 
ISOCITRATE DEHYDROGENASE [NADP] 
CYTOPLASMIC (OXALOSUCCINATE 
DECARBOXYLASE) (IDH) (NADP+- 
SPECIFIC ICDH) (IDP) [R.norvegicus], 
expressed sequence AI788952, isocitrate 
dehydrogenase 1 (NADP+), soluble, 
isocitrate dehydrogenase 2 (NADP+), 
mitochondrial 


4025 


23305 


NMJJ53638 


fl 


isocitrate dehydrogenase 3 
(NAD+) alpha 


isocitrate dehydrogenase 3 (NAD+) alpha 


3083 


4449 


NM_012592 


z, General 


isovaleryl Coenzyme A 
dehydrogenase, isovaleryl 
coenzyme A dehydrogenase 


ESTs, Moderately similar to IVD.HUMAN 
ISOVALERYL-COA DEHYDROGENASE, 
MITOCHONDRIAL PRECURSOR 
[H.sapiens], isovaleryl Coenzyme A 
dehydrogenase, isovaleryl coenzyme A 
dehvdrooenase 


3083 


4450 


NM_0 12592 


P 


isovaleryl Coenzyme A 
dehydrogenase, isovaleryl 
coenzyme A dehydrogenase 


ESTs, Moderately similar to IVD_HUMAN 
ISOVALERYL-COA DEHYDROGENASE, 
MITOCHONDRIAL PRECURSOR 
[H.sapiens], isovaleryl Coenzyme A 
dehydrogenase, isovaleryl coenzyme A 
dehvdrooenase 


2869 


25233 


AJ000556 


p, mm 


Janus kinase 1, Janus kinase 
1 (a protein tyrosine kinase) 




3800 


12580 


NM_031514 


m, v 


Janus kinase 2, Janus kinase 
2 (a protein tyrosine kinase) 


ESTs, Weakly similar to JC4127 protein- 
tyrosine kinase (EC 2.7.1112) - rat 
[Rnorvegicus], Janus kinase 1, Janus 
kinase 1 (a protein tyrosine kinase), Janus 
kinase 2, Janus kinase 2 (a protein tyrosine 
kinase), expressed sequence A1504024, 
expressed sequence C81284, tyrosine 
kinase 2 


3451 


2632 


NIVL019213 


s 


jumping translocation 
breakpoint 


ESTs, Highly similar to jumping 
translocation breakpoint [Rattus norvegicus] 
[R.norvegicus], ESTs, Moderately similar to 
jumping translocation breakpoint [Rattus 
norvegicus] [R.norvegicus], jumping 
translocation breakpoint 


3535 


20162 


NMJ)21835 


u.tt 


Jun oncogene, v-jun sarcoma 
virus 17 oncogene homolog 
(avian) 


Jun oncogene, y-jun sarcoma virus 17 
oncogene homolog (avian) 


3535 


22350 


NM_021835 


tt 


Jun oncogene, v-jun sarcoma 
virus 17 oncogene homolog 
(avian) 


Jun oncogene, v-jun sarcoma virus 17 
oncogene homolog (avian) 
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3535 


22351 


NM.021835 


kk. tt 


Jun oncogene, v-jun sarcoma 
vims 17 oncogene homolog 
avian) 


Jun oncogene, v-jun sarcoma virus 17 
oncogene homolog (avian) 


3535 


22352 


NM_021835 


/, kk fc ss f tt 


Jun oncogene, v-jun sarcoma 
virus 17 oncogene homolog 
(avian) 


Jun oncogene, v-jun sarcoma virus 17 
oncogene homolog (avian) 


3895 


15864 


NM_031797 


X 


kangai 1 (suppression of 
tumorigenicity 6, prostate), 
kangai 1 (suppression of 
tumorigenicity 6, prostate; 
CD82 antigen (R2 leukocyte 
antigen, antigen detected by 
monoclonal and antibody IA4)) 


kangai 1 (suppression of tumorigenicity 6, 
prostate), kangai 1 (suppression of 
tumorigenicity 6, prostate; CD82 antigen 
R2 leukocyte antigen, antigen detected by 
monoclonal and antibody IA4)), tetraspan 1 


3913 


16726 


NM_031855 


General, dd 


ketohexokinase, 
ketohexokinase (fructokinase) 


ketohexokinase, ketohexokinase 
(fructokinase) 


4021 


659 


NM.053622 


q 


KIAA0618gene product, 
nuclear pore membrane 
protein 121 


EST, Moderately similar to N121JHUMAN 
NUCLEAR ENVELOPE PORE MEMBRANE 
PROTEIN POM 121 (PORE MEMBRANE 
PROTEIN OF 121 KDA) (P145) [H.sapiens], 
EST, Weakly similar to N121_HUMAN 
NUCLEAR ENVELOPE PORE MEMBRANE 
PROTEIN POM 121 (PORE MEMBRANE 
PROTEIN OF 121 KDA) (P145) [H.sapiens], 
ESTs, Weakly similar to nuclear pore 
membrane glycoprotein 121 kD [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to DDX9 MOUSE ATP-DEPENDENT 

oil Mil di wj \ju/\y3 iviuuol. ni r L/Lruiuui i 

nana nmrlnot k'lAAfVAIft nonp nmHifft Mnc 
ytJIlc piUUUOl, l\ IM/AUU 1 O ycllc |JIUUUOl, IVIUo 

muscuius, cione iivi/vjc/*y**y/0£, rnru\A, 
partial cds, Mus muscuius, clone 
1MAGE:51 48310, mRNA, Mus muscuius, 
clone IMAGE:5321620, mRNA, partial cds, 
POM (POM121 rat homolog) and ZP3 
Tusion, oni^-reiateQ ODr acuvaior protein, 
melanoma antigen, family D, 3 


3116 


1850 


NM 012696 


a 


kininogen 


kininogen . 


3116 


1854 


NM_012696 


a 


kininogen 


kininogen 


3991 


14380 


NM_053536 


tt 


Kruppel-like factor 15 




4128 


8641 


NM 057211 


f 


Kruppel-like factor 9, basic . 
transcription element binding 
protein 1 


ESTs, Moderately similar to Kruppel-like 
factor 9 [Rattus norvegicus] [R.norvegicus], 
Kruppel-like factor 9, basic transcription 
element binding protein 1, expressed 
sequence AL022736 
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4080 


794 


NM_053902 




<ynureninase (L-kynurenine 
hydrolase) 


Mus musculus, Similar to kynureninase (L- 
kynurenine hydrolase), clone MGC:30315 
MAGE:51 36970, mRNA, complete cds, 
kvnureninase (L-kvnurenine hydrolase) 


3332 


24885 


NM_017138 


q. « 


aminin receptor 1 (67kD f 
ribosomal protein SA) 


EST, Weakly similar to 1405340A protein 
40kD [M.musculus], EST, Weakly similar to 
RSP4 MOUSE 40S RIBOSOMAL PROTEIN 
SA [M.musculus], ESTs, Highly similar to 
A31233 ribosomal protein RS.40K, cytosolic 
H.sapiens], ESTs, Moderately similar to 
laminin-binding protein [H.sapiens], 
expressed sequence AL022858, laminin 
receptor 1 (67kD, ribosomal protein SA) 


3332 


24886 


NM.017138 


i, a 


laminin receptor 1 (67kD, 
ribosomal protein SA) 


EST, Weakly similar to 1405340A protein 
40kD [M.musculus], EST, Weakly similar to 
RSP4 MOUSE 40S RIBOSOMAL PROTEIN 
SA [M.musculus], ESTs, Highly similar to 
A31233 ribosomal protein RS.40K, cytosolic 
[H.sapiens], ESTs, Moderately similar to 
laminin-binding protein [H.sapiens], 
expressed sequence AL022858, laminin 
receptor 1 (67kD, ribosomal protein SA) 


3728 


301 


NMJB1048 


jj 


lanosterol synthase, lanosterol 
synthase (2,3-oxidosqualene- 
lanosterol cyclase) 


lanosterol synthase (2,3-oxidosqualene- 
lanosterol cyclase) 


3728 


302 


NM_031049 


1 


lanosterol synthase, lanosterol 
synthase (2,3-oxidosqualene- 
lanosterol cyclase) 


lanosterol synthase (2,3-oxidosqualene- 
lanosterol cyclase) 


3728 


303 


NMJ31049 


k,jj 


lanosterol synthase, lanosterol 
synthase (2,3-oxidosqualene- 
lanosterol cyclase) 


lanosterol synthase (2,3-oxidosquatene- 
lanosterol cyclase) 


3519 


19059 


NM_021587 


a 


latent transforming growth 
factor beta binding protein 1 


EST, Weakly similar to transforming growth 
factor-beta (TGF-beta) masking protein j 
large subunit [Rattus norvegicus] 
[R.norvegicus], ESTs, Highly similar to 
FIBRILLIN 2 PRECURSOR [M.musculus], 
ESTs, Weakly similar to transforming 
growth factor-beta (TGF-beta) masking 
protein large subunit [Rattus norvegicus] 
[R.norvegicus], RIKEN CDNA2310046A13 
gene, fibulin 1, latent transforming growth 
factor beta binding protein 1 
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3299 


670 


NM_017024 
< 


a, m, v t cc f 
uu,w 


ecithin cholesterol 
acyltransferase, lecithin- 
cholesterol acyltransferase 


EST, Weakly similar to LCAT MOUSE 
PHOSPHATIDYLCHOLINE-STEROL 
ACYLTRANSFERASE PRECURSOR 
M.musculus], EST, Weakly similar to 
LCAT.HUMAN PHOSPHATIDYLCHOLINE- 
STEROL ACYLTRANSFERASE 
PRECURSOR [Ksapiens], ESTs, 
Moderately similar to LCAT.HUMAN 
PHOSPHATIDYLCHOLINE-STEROL 
ACYLTRANSFERASE PRECURSOR 
Rsapiens], expressed sequence C87498, 
lecithin cholesterol acyltransferase, lecithin- 
rholP»^tf»ml anvltransfera^p 
lysophospholipase 3, lysophosphoiipase 3 
(lysosomal phospholipase A2) 


3903 


22321 


NMJ)31832 


f, j, General, 
ss 


lectin, galactose binding, 
soluble 3, lectin, galactoside- 
binding, soluble, 3 (galectin 3) 


EST, Weakly similar to A35820 galectin 3 
[H.sapiens], galectin-related inter-fiber 
protein, lectin, galactoside-binding, soluble, 
3(qalectin 3) 


4075 


14992 


NMJ)53886 


dd 


lectin, mannose-binding, 1 


ERGL protein; ERGIC-53-fike protein, EST, 
Weakly similar to RIKENcDNA 
1300009F09 [Mus musculus] [M.musculus], 
ESTs, Weakly similar to RIKEN cDNA 
1300009F09 [Mus musculus] [M.musculus], 
ESTs, Weakly similar to 2208374A cis- 
Golgi/intermediate compartment protein 
[Rattus norvegicus] [R.norvegicus], Mus 
musculus, Similar to ERGL protein; ERGIC- 
53-like protein, clone MGC:28923 
IMAG&4925160, mRNA, complete cds, 
RIKEN cDNA 1300009F09 gene, 
chromosome 5 open reading frame 8, lectin, 
mannose-binding, 1 


3084 


24735 


NM__012596 


PP 


leptin receptor 


leptin receptor 


991 


22283 


AA945172 


mm 


leucine aminopeptidase 3 


aminopeptidase-like 1 , leucine 
aminopeptidase 3 


4176 


10195 


NM_133383 


w 


likely homolog of rat and 
mouse retinoid-inducible 
serine carboxypeptidase, 
retinoid-inducible serine 
caroboxvoetidase 
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3838 


1683 


nM_031621 


e, ww 


inker of T-cell receptor 
pathways, lymphocyte adaptor 
protein 


zSTs, Weakly similar to linker of T-cell 
receptor pathways [Rattus norvegicus] 
R.norvegicus], ESTs, Weakly similar to 
ShcC [M.musculus], linker of T-cell receptor 
pathways, lymphocyte adaptor protein, src 
homology 2 domain-containing transforming 
protein C1 , src homology 2 domain- 
mntaininn transfnrmino nrntein h 


3125 


16613 


NM.012732 


c 


lipase A, lysosomal acid, 
cholesterol esterase (Wolman 
disease), lysosomal acid 
lipase 1 


ESTs, Weakly similar to cholesterol 
esterase (pancreatic), see D3Wox12, 
D3Wox13 , D3Wox26 and D3Mgh25 [Rattus 
norvegicus] [Rnorvegicus], fipase A f 
lysosomal acid, cholesterol esterase 
(Wolman diseased Ivsosomal acid liDase 1 


3125 


10260 


NM_012732 


y 


lipase A, lysosomal acid, 
cholesterol esterase (Wolman 
disease), lysosomal acid 
lipase 1 


ESTs, Weakly similar to cholesterol 
esterase (pancreatic), see D3Wox12, 
D3Wox13 , D3Wox26 and D3Mgh25 [Rattus 
norvegicus] [R.norvegicus], lipase A, 
lysosomal acid, cholesterol esterase 
(Wolman disease). Ivsosomal acid lipase 1 


3085 


2505 


NMJD12597 


w 


lipase, hepatic 


ESTs, Weakly similar to S15893 
triacylglyceroi lipase [M.musculus], lipase, 
hepatic 


3553 


10509 


NMJ22268 


p, General 


liver glycogen phosphoryiase, 
phosphorylase, glycogen; liver 
(Hers disease, glycogen 
storage disease type VI) 


liver glycogen phosphorylase, muscle 
glycogen phosphorylase, phosphorylase, 
glycogen; liver (Hers disease, glycogen 
storage disease type VI) 


3553 


25814 


NM_022268 


I 


liver glycogen phosphorylase, 
phosphorylase, glycogen; liver 
(Hers disease, glycogen 
storage disease type VI) 


liver glycogen phosphorylase, muscle 
glycogen phosphoryiase, phosphorylase, 
glycogen; liver (Hers disease, glycogen 
storage disease type VI) 


3357 


1541 


NM.017193 


ee 


L-kynurenine/alpha- 
aminoadipate 

aminotransferase, kynurenine 
aminotransferase II 




3161 


18767 


NMJ312857 


qq 


lysosomal membrane 
glycoprotein 1, lysosomal- 
assoclated membrane protein 

A 
1 


CD68 antigen, ESTs, Weakly similar to 
LMP1JW LYSOSOME-ASSOC1ATED 
MEMBRANE GLYCOPROTEIN 1 

DDCfM IDCHD t\ Ah/ID <i\ HOf* UT\ 

rKtOUKoUK \LAMr-l ) (lAJ \\U 

LYSOSOMAL MEMBRANE 
GLYCOPROTEIN) (LGP-120) (CD107A) 
[R.norvegicus], chromosome 20 open 
reading frame 103, lysosomal membrane 
glycoprotein 1, lysosomal-associated 
membrane protein 1, lysosomal-associated 

m^mhrnno nrntoin 1 
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3161 


18770 


NM_012857 


m, ff, ii, rr 


ysosomal membrane 
glycoprotein 1, lysosomal- 
associated membrane protein 
1 


CD68 antigen, ESTs, Weakly similar to 
LMP1_RAT LYSOSOME-ASSOCIATED 
MEMBRANE GLYCOPROTEIN 1 
PRECURSOR (LAMP-1) (120 KD 
LYSOSOMAL MEMBRANE 
GLYCOPROTEIN) (LGP-120) (CD107A) 
[R.norvegicus], chromosome 20 open 
reading frame 103, lysosomal membrane 
glycoprotein 1, lysosomal-associated 
membrane protein 1, lysosomal-associated 
m^mhrpn^ nrotpin 3 — 


2961 


790 


L10073 


9 


lysosomal membrane 
glycoprotein 1, lysosomal- 
associated membrane protein 
1 




3309 


6653 


NM_017068 


tt 


lysosomal membrane 
glycoprotein 2, lysosomal- 
associated membrane protein 
2 


CD68 antigen, ESTs, Weakly similar to 
JC4317 lysosome-associated membrane 
protein 2 precursor, splice form B 
[H.sapiens], lysosomal membrane 
glycoprotein 2, lysosomal-associated 
membrane orotein 2 


663 


12118 


AA892775 


1, General, 
gg, hh, kk 


lysozyme, lysozyme (renal 
amyloidosis) 


EST, Weakly similar to LYC1_RAT 
Lysozyme C, type 1 precursor (1,4-beta-N- 
acetylmuramidase C) [R.norvegicus], RIKEN 
cDNA 9530003J23 gene, lysozyme, 
lysozyme (renal amyloidosis), similar to 
lysozyme C-1 (1,4-beta-N-acylmuramidase 
C. EC 3.2.1.17) 


3308 


1942 


NML0170B1 


a 


lysyl oxidase 


ESTs, Moderately similar to LYOXJHUMAN 
PROTEiN-LYSINE 6-OXIDASE 
PRECURSOR [Rsapiens], ESTs, 
Moderately similar to LYOX_RAT Protein- 
lysine 6-oxidase precursor (Lysyl oxidase) 
[R.norvegicus], ESTs, Weakly similar to 
LYOX_RAT Protein-lysine 6-oxidase 
precursor (Lysyl oxidase) [R.norvegicus], 
lysyl oxidase, lysyl oxidase-like, lysyl 
oxidase-like 1, lysyl oxidase-like 2 
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Vlodel Code 1 
1 


-luman Homologous Gene 1 
siame ■ f , 


4uman Homologous Cluster Title 


3308 


1946 


\iM_01706l 


ss 


ysyl oxidase 

- 

■ 


ESTs, Moderately similar to LYOXJHUMAN 
PROTEIN-LYSINE 6-OXIDASE 
PRECURSOR [H.sapiens], ESTs, 
Moderately similar to LYOa_RAT Protem- 
lysine 6-oxidase precursor (Lysyl oxidase) \ 
Rnorvegicus], ESTs, Weakly similar to 
LYOXJtAT Protein-lysine 6-oxidase 
precursor (Lysyl oxidase) [R.norvegicus], 
lysyl oxidase, lysyl oxidase-like, lysyl 
oxidase-like 1, lysyl oxidase-like 2 


3446 


15242 


NMJN9191 


f, General, jj 


MAD homolog 2 (Drosophila), 
MAD, mothers against 
decapentaplegic homolog 2 
(Drosophila) 


MAD homolog 2 (Drosophila), MAD, 
mothers against decapentaplegic homolog 2 
(Drosophila) 


4427 


12859 


X53052 


s.v 


major intrinsic protein of eye 
lens fiber, major intrinsic 
protein of lens fiber 




1304 


17353 


AI008020 


0 


malic enzyme 1, NADP(+)- 
dependent, cytosolic, malic 
enzyme, supernatant 




3087 


18746 


NMJJ12600 


gg, hh 


malic enzyme 1, NADP{+)- 
dependent, cytosolic, malic 
enzyme, supernatant 


i 


3004 


6626 


M24353 


1, k, General, 
11 


mannosidase 2, alpha 1, 
mannosidase, alpha, class 2A, 
member 1 


EST, Weakly similar to MAN2_HUMAN 
ALPHA-MANNOSIDASE II [H.sapiens], 
KIAA0935 protein, mannosidase 2, alpha 1, 
mannosidase 2, alpha B1, mannosidase 2, 
alpha B2, mannosidase, alpha, class 2A, 
member 2, mannosidase, alpha, class 2B, 
member 1 


3442 


269 


NMJ)19180 


d 


mast cell protease 6, tryptase, 
alpha 


EST, Moderately similar to C35863 tryptase 
[Ksapiens], EST, Weakly similar to JC4171 
tryptase (cC 6 A ,2a .oy) precursor - rat 
[R.norvegicus], ESTs, Weakly similar to 
MCT6 MOUSE MAST CELL PROTEASE 6 
PRECURSOR [M.musculus], Mus musculus 
mRNA for testis serine protease2, complete 
cds, implantation serine protease 1, mast 
cell protease 6, tryptase beta 1 


3198 


1525 


NM.012980 


V 


matrix metalloproteinase 11, 
matrix metalloproteinase 1 1 
(stromelysin 3) 


ESTs, Weakly similar to JC6197 stromelysin 
3 (EC 3.4.24.-) - rat [R.norvegicus], matrix 
metalloproteinase 11, matrix 
metalloproteinase 11 (stromelysin 3), matrix 
metalloproteinase-like 1 
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3162 


395 


NMJ512864 


V 


matrix metalloproteinase 7, 
matrix metalloproteinase 7 
(matrilvsin, uterine) 




4363 


16675 


U17565 


WW 


MCM6 minichromosome 
maintenance deficient 6 (MIS5 
homolog, S. pombe) (S. 
cerevisiae), mini chromosome 
maintenance deficient 6 (S. 
cerevisiae) 

• 


EST, Weakly similar to MCM5_HUMAN 
DNA REPLICATION LICENSING FACTOR 
MCM5 [H.sapiens], ESTs, Weakly similar to 
MCM6_HUMAN DNA REPLICATION 
LICENSING FACTOR MCM6 [H.sapiens], 
MCM2 minichromosome maintenance 
deficient 2, mitotin (S. cerevisiae), MCM6 
minichromosome maintenance deficient 6 

IVIIOO llUlllUIUy, O. jJUlHDGj ^o. CcieVlblduy, 

mini chromosome maintenance deficient 2 
(S. cerevisiae), mini chromosome 
maintenance deficient 5 (S. cerevisiae), mini 
chromosome maintenance deficient 6 (S. 
cerevisiae), mini chromosome maintenance 
deficient 7 (S. cerevisiae) 


549 


19321 

* 


AA891666 


t 


melanoma antigen, family D, 1 


RIKEN cDNA 1700056A17 gene, RIKEN 
cDNA 1700080016 gene, RIKEN cDNA 
2410003J06 gene, RIKEN cDNA 
383041 7A1 3 gene, melanoma antigen, 
family D. 1. melanoma antiaen, family L, 2 


3936 


17933 


NM_032615 


m, o t z, 
General, dd, 
rr 


membrane interacting protein 
ofRGS16 




3936 


17934 


NM.032615 


o.z, 

General, nn 


membrane interacting protein 
ofRGS16 




3936 


17935 


NM_032615 


o, s 


membrane interacting protein 
ofRGS16 




3089 


16850 


NM_012608 


k 


membrane metallo 
endopeptidase, membrane 
metallo-endopeptidase 
(neutral endopeptidase, 
enkephalinase, CALLA, CD10) 


ESTs, Highly similar to NEP_HUMAN 
NEPRILYSIN [H.sapiens], Mus rhusculus 
endothelin converting enzyme-2 mRNA, 
complete cds, membrane metallo 
endopeptidase, membrane metallo- 
endopeptidase (neutral endopeptidase, 
enkeohalinase. CALLA. CD10) 


3251 


5837 


NM_013143 


s 


meprin 1 alpha, meprin A, 
alpha (PABA peptide 
hydrolase) 


expressed sequence AI098089, meprin 1 
alpha, meprin A, alpha (PABA peptide 
hydrolase) 


4245 


16354 


NM J 38843 


v,xx 


mercaptopyruvate 
sulfurtransferase 


ESTs, Moderately similar to THTM_RAT 3- 
MERCAPTOPYRUVATE 
SULFURTRANSFERASE (MST) 
[R.norvegicus], mercaptopyruvate 
sulfurtransferase, thiosulfate 
sulfurtransferase. mitochondrial 
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Mo. 


yiodel Code 


Human Homologous Gene ; 
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< . ■ ' ■' 


Human Homologous Cluster Title 


4239 


15189 


NM_1 38826 


q,w 


metallothionein 1, 
metallolhionein 1 A (functional) 


EST, Moderately similar to Cd-7 
Metallothionein-2 [H.sapiens], EST, 
Moderately similar to SMHU1E 
metallothionein 1E [H.sapiens], ESTs, 
Moderately similar to MT1_RAT 
METALLOTHIONEIN-I (MT-I) 
[R.norvegicus], metallothionein 1, 
mfitallothionein 4. metallothionein IV 


4239 


15190 


NM J 38826 


n, w, ii 


metallothionein 1, 
metallothionein 1 A (functional) 


EST, Moderately similar to Cd-7 
Metallothionein-2 [H.sapiens], EST, 
Moderately similar to SMHU1E 
metallothionein 1E [H.sapiens], ESTs, 
Moderately similar to MT1_RAT 
METALLOTHIONEIN-I (MT-I) 
[R.norvegicus], metallothionein 1, 
metallothionein 4. metallothionein IV 


234 


576 


AA819118 


w 


methionine 

adenosyltransferase I, alpha 


Mus muscuius, done MGC:6545 
IMAGB2655444, mRNA, complete cds. 
expressed sequence AI046368, methionine 
adenosyltransferase I, alpha 


4421 


575 


X15734 


a,l 


methionine 

adenosyltransferase I, alpha 


Mus muscuius, clone MGC:6545 
IMAGE:2655444, mRNA, complete cds, 
expressed sequence AI046368, methionine 
adenosyltransferase I. alpha 


3593 


8984 


NM_022539 


WW 


methionine aminopeptidase 2, 
methionyl aminopeptidase 2 


ESTs, Moderately similar to AMP2 MOUSE 
METHIONINE AMINOPEPTIDASE 2 
[M.musculus], methionine aminopeptidase 
2, methionyl aminopeptidase 2 


3734 


400 


NMJ)31062 


jj, WW 


mevalonate (diphospho) 
decarboxylase 


diphosphomevalonate decarboxylase, 
mevalonate (diphospho) decarboxylase 


3735 


21701 


NMJ)31063 


0 


mevalonate kinase, 
mevalonate kinase (mevalonic 
aciduria) 


mevalonate kinase, mevalonate kinase 
(mevalonic aciduria) 


3364 


13938 


NMJ)17212 


g 


microtubule-associated protein 
tau 




3590 


5666 


NM.022529 


r 


mitochondrial ribosomal 
protein L23 




4164 


17564 


NM_1 33283 


ff 


mitogen activated protein 
kinase kinase 2, mitogen- 
activated protein kinase kinase 
2 




4164 


21848 


NMJ33283 


v,y 


mitogen activated protein 
kinase kinase 2, mitogen- 
activated protein kinase kinase 
2 
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SEQ 
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Human Homologous Cluster Title ; ? 


4164 


21849 


NMJ33283 


ff 


mitogen activated protein 
kinase kinase 2, mitogen- 
activated protein kinase kinase 
2 




3378 


1418 


NMJ17246 


u, cc 


mitogen activated protein 
kinase kinase 5, mitogen- 
activated protein kinase kinase 
5 


mitogen activated protein kinase kinase 5, 
mitogen-activated protein kinase kinase 5 


3224 


12370 


NMJM3055 


u 


mitogen activated protein 
kinase kinase kinase 12, 
mitogen-activated protein 
kinase kinase kinase 12 


ESTs, Highly similar to A5531 8 
serine/threonine protein kinase 
M.musculus], Mus musculus, Similar to 
mitogen-activated protein kinase kinase 
kinase 9 t clone MGC:27778 
IMAGE:31 56324, mRNA, complete cds, 
RIKEN cDNA 9130019115 gene, expressed 
sequence C81508, mitogen activated 
protein kinase kinase kinase 11, mitogen 
activated protein kinase kinase kinase 12, 
mitogen-activated protein kinase kinase 
kinase 10, mitogen-activated protein kinase 
kinase kinase 11, mitogen-activated protein 

Wnaco Irinaco tfinaco AO mitrwion-ar'tix/afori 
Mil doc Mlldoc MI loot? \£. t lilliuydl abUValcU 

protein kinase kinase kinase 13, mitogen- 
activated protein kinase kinase kinase 7 


3839 


14956 


NM.031622 


I 


mitogen-activated protein 
kinase 6 


ESTs, Weakly similar to B40033 protein 
kinase (EC 2.7.1 .37) ERK3 - rat 
[R.norvegicus], mitogen-activated protein 
kinase 4, mitogen-activated protein kinase 6 


872 


16499 


AA925300 


d 


mitogen-activated protein 
kinase kinase kinase 3 


ESTs, Highly similar to M3K3 MOUSE 
MITOGEN-ACTIVATED PROTEIN KINASE 
KINASE KINASE 3 [M.musculus], ESTs, 
Moderately similar to S12207 hypothetical 
protein [M.musculus], ESTs, Weakly similar 
to M3K3_HUMAN MITOGEN-ACTIVATED 
PROTEIN KINASE KINASE KINASE 3 
[H.sapieris], hypothetical protein FLJ23074, 
mitogen activated protein kinase kinase 
kinase 1, mitogen activated protein kinase 
kinase kinase 2, mitogen activated protein 
kinase kinase kinase 3, mitogen-activated 
protein kinase kinase kinase 2, mitogen- 
activated protein kinase kinase kinase 3 


3626 


58 


NM.022715 


nn 


Mitral valve prolapse, familial, 
major vault protein 




2879 


18456 


D00688 


bb 


monoamine oxidase A 


KIAA0601 protein, monoamine oxidase A 
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Name 
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4226 


12215 


NM_1 38502 


0 


monoglyceride lipase 


Homo sapiens cDNA: FLJ22330 fis, clone 
HRC05729, highly similar to AF131821 
Homo sapiens clone 24877 mRNA 
seauence. monoalvceride lipase 


3962 


14934 


NMJ>53337 


m, x, i|, ww 


Msx-interacting-zinc finger, 
Protein inhibitor of activated 
STATX 


DNA segment, Chr 1 1, Brigham & Women's 
Genetics 0280e expressed, Msx-interacting- 
zinc finger, Protein inhibitor of activated 
STATX 


1258 


15292 


AF012714 


ff 


multiple inositol polyphosphate 
histidine phosphatase 1, 
multiple inositol polyphosphate 
histidine phosphatase, 1 


t 


1968 


15291 


AI1 11401 


t, ff, mm 


multiple inositol polyphosphate 
histidine phosphatase 1, 
multiple inositol polyphosphate 
histidine phosphatase, 1 




3088 


2628 


NM.012603 


f, I, y, z, 
General 


myelocytomatosis oncogene, v 
myc myelocytomatosis viral 
oncogene homoloq (avian} 


myelocytomatosis oncogene, v-myc 
myelocytomatosis viral oncogene homoiog 
(avian) 


3088 


2629 


NM_012603 


UU 
General, nn 


myelocytomatosis oncogene, v 
myc myelocytomatosis viral 
oncogene homoiog (avian) 


myelocytomatosis oncogene, v-myc 
myelocytomatosis viral oncogene homoiog 
(avian) 


3375 


1498 


NM_017239 


V 


myosin heavy chain, cardiac 
muscle, adult, myosin, heavy 
polypeptide 6, cardiac muscle, 
alpha (cardiomyopathy, 
hypertrophic 1) 


EST, Weakly similar to MYH6JW Myosin 
heavy chain, cardiac muscle alpha isoform 
(MyHC-alpha) [R.norvegicus], ESTs, 
Moderately similar to MYOSIN HEAVY 
CHAIN, CARDIAC MUSCLE ALPHA 
ISOFORM [M.musculus], ESTs, Weakly 
similar to MYSA_HUMAN MYOSIN HEAVY 
CHAIN, CARDIAC MUSCLE ALPHA 
ISOFORM [H.sapiens], KIAA1000 protein, 
myosin heavy chain, cardiac muscle, adult, 
myosin, heavy polypeptide 2, skeletal 
muscle, adult, myosin, heavy polypeptide 4, 
skeletal muscle, myosin, heavy polypeptide 


2455 


21296 


AI227641 


i 


myosin light chain, 
phosphorylatable, cardiac 
ventricles, myosin, light 
polypeptide 2, regulatory, 
cardiac, slow 
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SEQ 

ID 
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' " ." y ■* 
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• • ; %; 's • • 


1626 


24336 


AI045621 


r 


myristoylated alanine rich 
protein kinase C substrate, 
myristoylated alanine-rich 
protein kinase C substrate 


Mus musculus 8 days embryo whole body 
cDNA, RIKEN full-length enriched library, 
clone:573051 9L1 0:myristoylated alanine 
rich protein kinase C substrate, full insert 
sequence; myristoylated alanine rich protein 
kinase C substrate, myristoylated alanine- 
rich Drotein kinase c substrate 


3050 


1421 


NM_012500 




N-acylaminoacyl-peptide 
hydrolase, acytpeptide 
hydrolase 


Mus musculus, clone IMAGB4974221 , 
mRNA, partial cds, N-acylaminoacyl-peptide 
hydrolase 


3289 


1698 


NM.017000 


e 


NAD(P)H dehydrogenase, 
quinone 1 


ESTs, Weakly similar to A34162 NAD(P)H 
dehydrogenase (quinone) (EC 1.6.99.2) - rat 
Rnorvegicus], NAD(P)H dehydrogenase, 
quinone 1, NAD(P)H dehydrogenase, 
quinone 2, NAD(P)H menadione 
oxidoreductase 2, dioxin inducible 


3454 


20938 


NM_019223 


t 


NADH dehydrogenase 
(ubiquinone) Fe-S protein 6 
(13kD) (NADH-coenzyme Q 
reductase), NADH 
dehydrogenase Fe-S protein 6 


ESTs, Highly similar to NUMM MOUSE 
NADH-UBIQUINONE OXIDOREDUCTASE 
13 KD-A SUBUNIT [M.musculus], NADH 
dehydrogenase (ubiquinone) Fe-S protein 6 
(13kD) (NADH-coenzyme Q reductase) 


29 


16901 


AA799479 


r 


NADH dehydrogenase 
(ubiquinone) Fe-S protein 8 
(23kD) (NADH-coenzyme Q 
reductase) 


NADH dehydrogenase (ubiquinone) Fe-S 
protein 8 (23kD) (NADH-coenzyme Q 
reductase) 


3090 


9174 


NM.012612 


g 


natriuretic peptide precursor A, 
natriuretic peptide precursor 
type A 


. . 


3809 


18389 


NM_031545 


gg. hh 


natriuretic peptide precursor B, 
natriuretic peptide precursor 
type B 


EST, Moderately similar to ANFB MOUSE 
BRAIN NATRIURETIC PEPTIDE 
PRECURSOR [M.musculus], natriuretic 
peptide precursor B, natriuretic peptide 
precursor tvDe B ' 


3200 


24492 


NMJ312987 


ij 


nestin 


ESTs, Highly similar to S21424 nestin 
[H.sapiens], nestin 


4134 


16108 


NM_080585 


d, q, gg, hh 


N-ethylmaleimide sensitive 
fusion protein attachment 
protein alpha, N- 
ethylmaleimide-sensitive factor 
attachment protein, alpha 


N-ethylmaleimide sensitive fusion protein 
attachment protein alpha, N-ethylmaleimide 
sensitive fusion protein attachment protein 
beta, N-ethylmaleimide sensitive fusion 
protein attachment protein gamma, N- 
ethylmaieimide-sensitive factor attachment 
protein, alpha, N-ethylmaleimide-sensitive 
factor-attachment nrntein namma 
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4134 


16109 


NMJ)80585 


e,q 


N-ethylmaleimide sensitive 
fusion protein attachment 
protein alpha, N- 
ethylmaleimide-sensitive factor 
attachment protein, alpha 


N-ethylmaleimide sensitive fusion protein 
attachment protein alpha, N-ethylmaleimide 
sensitive fusion protein attachment protein 
beta, N-ethylmaleimide sensitive fusion 
protein attachment protein gamma, N- 
ethylmaleimide-sensitive factor attachment 
protein, alpha, N-ethylmaleimide-sensitive 
factor attafihmfint orotein. aamma 


3801 


1783 | 


NM_031521 


00 


neural cell adhesion molecule 
1 


ESTs, Weakly similar to 138344 titin, cardiac 
muscle [H.sapiens], RiKEN cDNA 
2900042E01 gene, neural cell adhesion 
molecule 1, neural cell adhesion molecule 2 


4381 


11916 


U50842 


qq 


neural precursor cell 
expressed, developmental^ 
down-regulated 4, neural 
precursor cell expressed, 
developmental^ down- 
regulafed aene 4^ 




4250 


9896 


NM_1 38878 


P 


neural precursor cell 
expressed, developmental!/ 
down-regulated 8, neural 
precursor cell expressed, 
developmental!/ down- 
regulated gene 8 


EST, Highly similar to S66575 ubiquitin / 
ribosomal protein CEP52 - rat (fragment) 
[R.norvegicus], ESTs, Moderately similar to 
ubiquitin A-52 residue ribosomal protein 
fusion product 1; ubiquitin/60S ribosomal 
fusion protein [Mus musculus] [M.musculus], 
neural precursor cell expressed, 
developmental^ down-regulated 8, neural 
precursor cell expressed, developmentally 
down-regulated gene 8, ubiquitin A-52 
residue ribosomal protein fusion product 1 


3833 


19023 


NMJJ31609 


cc 


neuroblastoma, suppression of 
tumorigeniclty 1 


dante, neuroblastoma, suppression of 
tumorigenicity 1 


3091 


24506 


NM_012614 


d,v 


neuropeptide Y 


RIKEN cDNA 0710005A05 gene, 
neuropeptide Y 


3463 


24849 


NM_019248 


e,u 


neurotrophic tyrosine kinase, 
receptor, type 3 


neurotrophic tyrosine kinase, receptor, type 
3 


2767 


14666 


AI236912 


2 


NGFI-A binding protein 1 
(EGR1 binding protein 1), Ngfi- 
A binding protein 1 


EST, Weakly similar to NgfirA binding 
protein 1 [Rattus norvegicus] [Rnorvegicus], 
NGFI-A binding protein 1 (EGR1 binding 
protein 1), NGFI-A binding protein 2 (EGR1 
binding protein 2), Ngfi-A binding protein 1, 
Nofi-A bindino Drotein 2 


4390 


1715 


U72660 


o, mm 


ninjurin 1 


ninjurin 1 . ninjurin 2 



3NSDOC1D: <WO. 



_03065993A2_1_> 



WO 03/065993 PCT/US03/03482 



342 



TABLE 2 








Attorney Docket No. 44921 -511 3WO 
, v Document No. 1926271.2 


SEQ 
ID 

NO. 


SLGC 
D NO. 

'• • • 


GenBank 
tec or 
RefSeqID 
No. 


Model Code 

• ■• • ' • 


Human Homologous Gene 
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3387 


570 


NM.017271 


a, 1, v, 

General, dd, 

00 


nuclear distribution gene C 
homolog (A. nidulans), nuclear 
distribution gene C homolog 
Aspergillus) 

_ 


ESTs, Moderately similar to A55897 
prolactin-induced T cell protein c15 - rat 
Rnorvegicus], KIAA1068 protein, Mus 
musculus, Similar to KIAA1068 protein, 
clone IMAGE:4236345, mRNA, partial cds, 
expressed sequence AL022907, nuclear 
distribution gene C homolog (A. nidulans), 
nuclear distribution gene C homolog 
fAsrwnilliiR\ 


3201 


764 


NM_012988 


c, p, r, z, 
General 


nuclear factor l/A 


nuclear factor l/A, nuclear factor l/B, nuclear 
factor l/C, nuclear factor l/X, nuclear factor 
l/X (CCAAT-binding transcription factor) 


3201 


765 


NM.012988 


h, q, z, 
General 


nuclear factor l/A 


nuclear factor l/A, nuclear factor l/B, nuclear 
factor l/C, nuclear factor l/X, nuclear factor 
l/X (CCAAT-binding transcription factor) 


1249 


17963 


AB012231 


h 


nuclear factor l/B 


Nuclear Factor IA, nuclear factor l/A, 
nuclear factor l/B, nuclear factor l/C, nuclear 
factor l/X, nuclear factor l/X (CCAAT-binding 
transcription factor) 


1250 


24414 


AB012234 


ii 


nuclear factor l/X, nuclear 
factor |/X (CCAAT-binding 
transcription factor) 


Nuclear Factor IA, nuclear factor l/A, 
nuclear factor l/B, nuclear factor l/C, nuclear 
factor l/X, nuclear factor l/X (CCAAT-binding 
transcription factor) 


4453 


25090 


X63594 


ii 


nuclear factor of kappa light 
chain gene enhancer in B-ceils 
inhibitor, alpha, nuclear factor 
of kappa light polypeptide 
gene enhancer in B-cells 
inhibitor, atoha 




3841 


1639 


NM_031627 


c, X, 

General, ss 


nuclear receptor subfamily 1 , 
group H, member 3 


EST, Moderately similar to NRH3_RAT 
Oxysterols receptor LXR-alpha (Liver X 
receptor alpha) (Nuclear orphan receptor 
LXR-alpha) (RLD-1) [Rnorvegicus], EST, 
Weakly similar to I38975 nuclear orphan 
receptor LXR-alpha [H.sapiens], expressed 
sequence AU01 8371 , nuclear receptor I 
snhfamilv 1 . arnun H. memhfir 3 


3529 


19712 


NM_021745 


t, General, 
ff, kk, oo 


nuclear receptor subfamily 1, 
group H, member 4 


EST, Weakly similar to I38975 nuclear 
orphan receptor LXR-alpha [H.sapiens], f 
ESTs, Moderately similar to JC4014 steroid 
hormone-nuclear receptor NER [H.sapiens], 
expressed sequence AI957360, nuclear 
receptor subfamily 1, group H, member 4 
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3876 


1214 


NMJ)31741 




nuclear receptor subfamily 1 , . 
group H, member 4, solute 
carrier family 2 (facilitated 
glucose transporter), member 
5, solute carrier family 2 
(facilitated glucose/fructose 
transporter), member 5, 
synaptojanin 2 binding protein 


solute carrier family 2 (facilitated glucose 
transporter), member 5, solute carrier family 
2 (facilitated glucose/fructose transporter), 
member 5 


3527 


19709 


NM_021742 


d 


nuclear receptor subfamily 5, 
group A, member 2 


nuclear receptor subfamily 5, group A, 
member 2, nuclear receptor subfamily 6, 
group A, member 1 


1287 


18731 


AF093139 


WW 


nuclear RN A export factor" 1 , 
nuclear RNA export factor 1 
homolog (S. cerevisiae) 




488 


4339 


AA875121 


d 


nuclear transcription factor Y, 
gamma, nuclear transcription 
factor-Y gamma 




3163 


4338 


NNL012866 


1! 


nuclear transcription factor Y, 
gamma, nuclear transcription 
factor-Y gamma 




3815 


16164 


NM_031563 


h t m, n, 
General 


nuclease sensitive element 
binding protein 1 


ESTs, Highly similar to I39382 Y box- 
binding protein 1 - human [H.sapiens], 
ESTs, Moderately similar to PS0015 DNA- 
binding protein B [H.sapiens], RIKEN cDNA 
1700102N10 gene, Y box protein 2, 
nuclease sensitive element binding protein 1 


3203 


17393 


NM_012992 


b.l.j, 

General, qq 


nucleophosmin (nucleolar 
phosphoprotein B23, 
numatrin), nucleophosmin 1 


ESTs, Highly similar to A3291 5 . 
nucleophosmin [H.sapiens], nucleophosmin 
1 


3203 


17394 


NMJM2992 


General 


nucleophosmin (nucleolar 
phosphoprotein B23, 
numatrin), nucleophosmin 1 


ESTs, Highly similar to A32915 
nucleophosmin [H.sapiens], nucleophosmin 
1 


3202 


16417 


NM_012991 


I, x f General, 
w 


nucleoporin 50kD, 
nucleoprotein 50 


nucleoporin 50kD, nucleoprotein 50 


3738 


1855 


NlvLUolU/4 


0 


nucleoporin 98, nucleoporin 
98kD 


ESTs, Weakly similar to period clock protein 
[M.musculus], RIKEN cDNA 4930432K09 
gene, RIKEN cDNA 5430432N15 gene, 
expressed sequence AA589586, homeo box 
D13, melanoma antigen, family D, 3, 
nucleoporin 98kD, nucleoporin p45, 
nucleoporin p58, plasma membrane 
associated nrntftin S3-1? 
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SEQ < 

ID. / I 
NO. 

• 


3LGC ( 
D NO. i 


3enBarik I 
^cc. or ; 
RefSeqID 

sio. 


Vlodel Code I 

: I 


Human Homologous Gene 1 
^Jame 


Human Homologous ClusterTjtle 


1278 ' 


16006 i 


*\F062594 


rn, ii 


lucleosome assembly protein 
1-like 1 


ESTs, Highly similar to 20081 09A set gene 
Rattus norvegicus] [R.norvegicus], ESTs, 
Highly similar to SETJHUMAN SET 
PROTEIN [H.sapiens], SET translocation, 
SET translocation (myeloid leukemia- 
associated), nucleosome assembly protein 
1-like 1 


1410 


16010 


AI011922 


e 


nucleosome assembly protein 
1-like 1 


ESTs, Highly similar to 20081 09A set gene 
Rattus norvegicus] [R.norvegicus], ESTs, 
Highly similar to SETJHUMAN SET 
PROTEIN [H.sapiens], SET translocation, 
SET translocation (myeloid leukemia- 
associated), nucleosome assembly protein 
1-like 1 


2943 


24513 


J02705 


V 


oncomodulin 


oncomodulin 


3232 


13282 


NM_013078 


n.jj 


ornithine 

carbamoyltransferase, 
ornithine transcarbamvlase 


ornithine carbamoyltransferase, ornithine 
transcarbamylase 


3232 


13283 


NM_013078 


h, 1, m, s, 
General, cc ( 
uu 


ornithine 

carbamoyltransferase, 
ornithine transcarbamvlase 


ornithine carbamoyltransferase, ornithine 
trgnscarbamylase 


3092 


23522 


NMJ)12615 


c, g, 1. m, n, 
w, General, 
kk 


ornithine decarboxylase 1, 
ornithine decarboxylase, 
structural 


ESTs, Highly similar to DCOR MOUSE 
ORNITHINE DECARBOXYLASE 
[M.musculus], ESTs, Weakly similar to 
DCOR MOUSE ORNITHINE 
DECARBOXYLASE [M.musculus], ESTs, 
Weakly similar to DCOR.HUMAN 
ORNITHINE DECARBOXYLASE 
[H.sapiens]rornithine decarboxylase 1, 
ornithine decarboxylase, structural, ornithine 

HprarhnwIasA-likp nmtAin 


3092 


23523 


NM_012615 


l.v 


ornithine decarboxylase 1, 
ornithine decarboxylase, 
structural 


ESTs, Highly similar to DCOR MOUSE 
ORNITHINE DECARBOXYLASE j 
[M.musculus], ESTs, Weakly similar to 
DCOR MOUSE ORNITHINE 
DECARBOXYLASE [M.musculus], ESTs, 
Weakly similar to DCORJHUMAN 
ORNITHINE DECARBOXYLASE 
[H.sapiens], ornithine decarboxylase 1 , 
ornithine decarboxylase, structural, ornithine 
rifinarhnxvlasR-lilcR protein _ 


3596 


21062 


NM_022585 


c, kk, tt, ww 


ornithine decarboxylase 
antizyme inhibitor 


ESTs, Weakly similar to ODCLMOUSE 
Ornithine decarboxylase antizyme inhibitor 
[M.musculus], ornithine decarboxylase 
antizvme inhibitor 


3596 


21063 


NM_022585 


ff 


ornithine decarboxylase 
antizyme inhibitor 


ESTs, Weakly similar to ODCLMOUSE 
Ornithine decarboxylase antizyme inhibitor 
[M.musculus], ornithine decarboxylase 
antizvme inhibitor 
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Human Homologous Gene 
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Human Homologous Cluster Title 


4264 


15134 


NM_1 39081 


c 


ornithine decarboxylase 
antizyme, ornithine 
decarboxylase antizyme 1 




4264 


25250 


NM J 39081 


c,t . 


ornithine decarboxylase 
antizyme, ornithine 
decarboxylase antizyme 1 




4264 


25251 


NM_1 39081 


c, m 


ornithine decarboxylase 
antizyme, ornithine 
decarboxylase antizyme 1 




3951 


412 


NM_053288 


y 


orosomucoid 1 


orosomucoid 1, orosomucoid 2, 
orosomucoid 3 


2949 


20549 


K01701 


y 


oxytocin, oxytocin, prepro- 
(neurophysin I) 


ESTs, Moderately similar to NEU1 MOUSE 
OXYTOCIN-NEUROPHYSIN 1 
PRECURSOR [M.musculus], oxytocin, 
oxytocin, Drepro- (neuroDhvsin I) 


3818 


1920 


NMJ)31576 


c,cc 


P450 (cytochrome) 
oxidoreductase 




3491 


18819 


NMJM9367 


gg, hh, ii 


palmitoyl-protein thioesterase 
2 


palmitoyl-protein thioesterase 2 


3575 


5319 


NMJ022502 


r, u,z 


palmitoyl-protein thioesterase, 
palmitoyl-protein thioesterase 
1 (ceroid-lipofuscinosis, 
neuronal 1, infantile) 


DNA segment, Chr 4, ERATO Doi 1 84, 
expressed, ESTs, Moderately similar to PPT 
MOUSE PALMITOYL-PROTEIN 
THIOESTERASE PRECURSOR 
[M.musculusJ, ESTs, Weakly similar to 
A54717 palmitoyl-protein thioesterase 
precursor ^ rat [R.norvegicus], ESTs, 
Weakly similar to PPT MOUSE PALMITOYL- 
PROTEIN THIOESTERASE PRECURSOR 
[M.musculusJrMus musculus adult male 
thymus cDNA, RIKEN full-length enriched 
library, clone:5830469K14:palmitoyl-protein 
thioesterase, full insert sequence, RIKEN 
cDNA 9530002B09 gene, palmitoyl-protein 
thioesterase, palmitoyl-protein thioesterase 
1 (ceroid-lipofuscinosis, neuronal 1, 
infantile) 


3775 


16157 


NM.031235 


00 


par-3 (partitioning defective 3) 
homolog (C. elegans), par-3 
partitioning defective 3 
homolog (C. elegans) 


RIKEN cDNA 2810455B10 gene, RIKEN 
cDNA 4930448K12 gene, amyotrophic 
lateral sclerosis 2 (juvenile) chromosome 
region, candidate 19, par-3 (partitioning 
defective 3) homoloa fC. eleaans) 


3572 


9183 


NM_022499 


s, nn 


parvaibumin 


parvaibumin 


3368 


18147 


NMJ17226 


cc 


peptidyl arginine deiminase, 
type II. 


ESTs, Highly similar to PROTEIN- 
ARGININE DEIMINASE [M.musculus], 
Deotidvl arqinine deiminase. type II 



03065993A2 I > 



WO 03/065993 



PCT/US03/03482 



346 



TABLE 2 








Attorney Docket No. 44921 -511 3WO 
Document No. 1926271.2 


SEQ 

ID 

NO. 


GLGC 
ID NO 


GenBank 
Acc. or . 
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Human Homologous Cluster Title 


3206 


1640 


NMJ)13000 


PP 


peptidylglycine alpha- 
amidating monooxygenase 


ESTs, Weakly similar to AMD MOUSE 
PEPTIDYL-GLYCINE ALPHA-AM IDAJING 
MONOOXYGENASE PRECURSOR 
[M.musculus], peptidylglycine alpha- 
amidating monooxygenase 


3206 


1649 


NM_013000 


n 


peptidylglycine alpha- 
amidating monooxygenase 


ESTs, Weakly similar to AMD MOUSE j 
PEPTIDYL-GLYCINE ALPHA-AMIDATING 
MONOOXYGENASE PRECURSOR 
[M.musculus], peptidylglycine alpha- 
amidating monooxygenase 


3321 


4392 


NM_017101 


mm 


peplidylprolyl isomerase A, 
peptidylprolyl isomerase A 
(cyclophllin A) 


EST, Moderately similar to A Chain A, 
Cyclophilin A [H.sapiens], ESTs, Highly 
similar to CYPH MOUSE PEPTIDYL- 
PROLYL CIS-TRANS ISOMERASE A 
[M.musculus], ESTs, Moderately similar to A 
Chain A, Human Cyclophilin A Complexed 
With 2-Thr Cyclosporin [Ksapiens], ESTs, 
Weakly similar to A Chain A, Cyclophilin A 
[H.sapiens], ESTs, Weakly similar to A 
Chain A, Human Cyclophilin A Complexed 
With 2rThr Cyclosporin [H.sapiens], ESTs, 
Weakly similar to CYPHJSAT Peptidyl-prolyl 
cis-trans isomerase A (PPIase) (Rotamase) 
(Cyclophilin A) (Cyclosporin A-binding ! 
protein) (P31) [Rnorvegicus], RIKEN cDNA 
2510026K04 gene, expressed sequence 
AI256741, expressed sequence AW457192, 
peptidylprolyl isomerase A 
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No. 
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Human Homologous Cluster Title 


3321 


4393 


NMJ)17101 


bb, mm 


peptidyiprolyl isomerase A, 
peptidylprolyl isomerase A 
cyclophilin A) 


EST, Moderately similar to A Chain A, 
Cyclophilin A [H.sapiens], ESTs, Highly 
similar to CYPH MOUSE PEPTIDYL- 
PROLYL CIS-TRANS ISOMERASE A 
M.musculus], ESTs, Moderately similar to A 
Chain A, Human Cyclophilin A Complexed 
With 2-Thr Cyclosporin [H.sapiens], ESTs, 
Weakly similar to A Chain A, Cyclophilin A 
[H.sapiens], ESTs, Weakly similar to A 
Chain A, Human Cyclophilin A Complexed 
With 2-Thr Cyclosporin [H.sapiens], ESTs, 
Weakly similar to CYPHJRAT Peptidyl-prolyl 
cis-trans isomerase A (PPIase) (Rotamase) 
(Cyclophilin A) (Cyclosporin A-binding 
protein) (P31) [Ftnorvegicus], RIKEN cDNA 
2510026K04 gene, expressed sequence 
AI256741, expressed sequence AW457192, 
peptidylprolyl isomerase A 


3301 


4500 


NMJ)17037 


m, General, 
ii, qq, uu f w 


peripheral myelin protein 22, 
peripheral myelin protein, 22 
kDa 


peripheral myelin protein 22, peripheral 
myelin protein, 22 kDa 


1252 


22567 


AB017544 


u.kk 


peroxisomal biogenesis factor 
14 


peroxisomal biogenesis factor 14 


3822 


405 


NM_031587 


f, k, w, cc 


peroxisomal membrane 
protein 2 (22kD), peroxisomal 
membrane protein 2, 22 kDa 


ESTs, Weakly similar to MPV1 MOUSE 
MPV17 PROTEIN [M.musculus], MpV17 
transgene, murine homolog, 
glomerulosclerosis, Mpv17 transgene, 
kidney disease mutant, peroxisomal 
membrane Drotein 2. 22 kDa 


4168 


8436 


NM J 33299 


b, General, 
w 


peroxisomal trans 2-enoyl CoA 
reductase; putative short chain 
alcohol dehydrogenase, 
peroxisomal trans-2-enoyI- 
CoA reductase 


2,4-dienoyl CoA reductase 1, mitochondrial, 
2,4-dienoyl CoA reductase 2, peroxisomal, 2 
4-dienoyl-Coenzyme A reductase 2, 
peroxisomal, peroxisomal trans-2-enoyl- 
CoA reductase, putative peroxisomal 2,4- 
dienovl-C6A reductase 


1681 


8330 


AI059434 


g 


peroxisome proliferative 
activated receptor, gamma, 
coactivator 1 




3093 


6055- 


NMJ)12619 


b, I, General 
uu 


phenylalanine hydroxylase 


ESTs, Highly similar to WHHUF 
phenylalanine 4-monooxygenase 
[H.sapiensl. phenylalanine hydroxylase 
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3832 


11296 


NMJ)31606 


b, m, 

General, oo, 

WW, XX 


phosphatase and tensin 
homolog, phosphatase and 
tensin homolog (mutated In 
multiple advanced cancers 1) 


ESTs, Weakly similar to PTEN MOUSE 
PROTEIN-TYROSINE PHOSPHATASE 
PTEN [M.musculus], Mus musculus mRNA 
for tyrosine phosphatase (Tpte gene), 
isoform A, splice variant A, phosphatase 
and tensin homolog, phosphatase and 
tensin homolog (mutated in multiple 
advanced cancers 1 ), phosphatase and 
tensin homolog (mutated in multiple 


3832 


11297 


NM_0316Q6 


ss 


phosphatase and tensin 
homolog, phosphatase and 
tensin homolog (mutated in 
multiple advanced cancers 1) 


ESTs, Weakly similar to PTEN MOUSE 
PROTEIN-TYROSINE PHOSPHATASE 
PTEN [M.musculus], Mus musculus mRNA 
for tyrosine phosphatase (Tpte gene), 
isoform A, splice variant A, phosphatase 
and tensin homolog, phosphatase and 
tensin homolog (mutated in multiple 
advanced cancers 1), phosphatase and 
tensin homolog (mutated in multiple 

ponced ORnCfifP 1\ ppRliHonpnft 1 


3404 


23130 


NM_017307 


j, z, General 


phosphate cytidylyltransferase 
1, choline, alpha isoform 


ESTs, Weakly similar to PM34.MOUSE 
PEROXISOMAL MEMBRANE PROTEIN 
PMP34 (34 KDA PEROXISOMAL 
MEMBRANE PROTEIN) (SOLUTE 
CARRIER FAMILY 25, MEMBER 17) 
[M.musculus], ESTs, Weakly similar to 
TXTPJHUMAN TRICARBOXYLATE . 
TRANSPORT PROTEIN PRECURSOR 
[H.sapiens]rESTs, Weakly similar to 
TXTPJRAT Tricarboxylate transport protein, 
mitochondrial precursor (Citrate transport 
protein) (CTP) (Tricarboxylate carrier 
protein) [R.norvegicus], Mus musculus, 
oimiiar 10 nypoineucai protein rLJzuuD i , 
clone MGC:18873 IMAGE:4235245, mRNA, 
complete cds, RIKEN cDNA 1 30001 9P08 
gene, expressed sequence Al 1 9471 4, 
expressed sequence AW1 08044, ornithine 
transporter 2, solute carrier family 25 
(mitochondrial carrier), member 18, solute 
carrier family 25 (mitochondrial 
oxodicarboxylate carrier), member 21, 
uncoupling protein 2, mitochondrial 
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Model Code 


Human Homologous Gene :; 
Name = 
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3373 


15598 


NM_017236 

j 


IT 


phosphatidylethanolamine 
binding protein, prostatic 
binding protein 


Homo sapiens, clone MGC:22776 
IMAGE:4700840, mRNA, complete cds, 
RIKEN cDNA 1700023A18 gene, RIKEN 
cDNA 1700081 D17 gene, 
phosphatidylethanolamine binding protein, 
Drostatic bindina orotein 


3369 


442 


NMJ)17229 


y 


phosphodiesterase 3B, cGMP- 
inhibited 


ESTs, Highly similar to CN3B MOUSE 
CGMP-INHIBITED 3',5'-CYCLIC 
PHOSPHODIESTERASE B [M.musculus], 
ESTs, Highly similar to CN3B RAT CGMP- 
INHIBITED 3\5'-CYCLIC 
PHOSPHODIESTERASE B [R.norvegicus], 
ESTs, Highly similar to CN3B_HUMAN 
CGMP-INHIBITED ^-CYCLIC 
PHOSPHODIESTERASE B [H.sapiens], 
expressed sequence AI847709, 
phosphodiesterase 3B, cGMP-inhibited 


65 


14250 


AA799729 


qq.w 


phosphodiesterase 4B, cAMP 
specific, phosphodiesterase 
4B, cAMP-specific 
(phosphodiesterase E4 dunce 
homoloa. DrosoDhila) 


phosphodiesterase 4B, cAMP specific, 
phosphodiesterase 4B, cAMP-specific 
(phosphodiesterase E4 dunce homolog, 
Drosophila), phosphodiesterase 9A 


3870 


1339 


NMJ)31715 


e, bb 


phosphofructokinase, muscle 


ESTs, Highly similar to 
phosphofructokinase, muscle; 
phosphofructokinase-1 A isozyme [Mus 
musculus] [M.musculus], expressed 
sequence Al 131 669, phosphofructokinase, 
muscle 


2975 


12058 


L25387 


t 


phosphofructokinase, platelet 


ESTs, Highly similar to K6PPJVIOUSE 6- 
PHOSPHOFRUCTOKINASE, TYPE C 
(PHOSPHOFRUCTOKINASE 1) 
(PHOSPHOHEXOKINASE) 
(PHOSPHOFRUCTO-1-KINASE ISOZYME 
C) (PFK-C) [M.musculus], ESTs, Moderately 
similar to A53047 6-phosphofructokinase 
[R.norvegicus], ESTs, Weakly similar to 
JC2055 6-phosphofructokinase [H.sapiens], 
ESTs, Weakly similar to K6PL MOUSE 6- 
PHOSPHOFRUCTOKINASE, LIVER TYPE 
[M.musculus], phosphofructokinase, platelet 
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ib 
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Human Homologous Gene 
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Human Homologous Cluster Title 


3300 


24861 


NJM_017033 


p, General 


phosphoglucomutase 1, 
phosphoglucomutase 2 

■ 


ESTs, Highly similar to PMRT 
phosphoglucomutase (EC 5.4.2.2) 1 '- rat 
Rnorvegicus], ESTs, Highly similar to 
S62628 phosphoglucomutase-related 
protein - mouse [M.musculus], ESTs, 
Moderately similar to S62628 
phosphoglucomutase-related protein - 
mouse [M.musculus], RIKEN cDNA 
2610020G18 gene, phosphoglucomutase 1 


3300 

. 


24862 


NMJM7033 


x, General 


phosphoglucomutase 1, 
phosphoglucomutase 2 


ESTs, Highly similar to PMRT 
phosphoglucomutase (EC 5.4.2.2) 1 - rat 
Rnorvegicus], ESTs, Highly similar to 
S62628 phosphoglucomutase-related 
protein - mouse [M.musculus], ESTs, 
Moderately similar to S62628 
phosphoglucomutase-related protein - 
mouse [M.musculus], RIKEN cDNA 
2610020G18 gene, phosphoglucomutase 1 


3952 


1311 


NMJ)53291 


j. s, t 


phosphoglycerate kinase 1 


ESTs, Highly similar to A33792 
phosphoglycerate kinase (EC 2.7.2.3) - rat 
[Rnorvegicus], phosphoglycerate kinase 1, 
phosphoqlvcerate kinase 2 


2105 


4091 


AI169417 


I, rr.tt 


phosphoglycerate mutase 1, 
phosphoglycerate mutase 1 
(brain) 


ESTs, Highly similar to PMGB_HUMAN 
PHOSPHOGLYCERATE MUTASE, BRAIN 
FORM [H.sapiens], phosphoglycerate 
mutase 1, phosphoglycerate mutase 1 
(brain) 


3376 


24582 


NMJ17243 


kk t pp 


phosphoribosyl pyrophosphate 
synthetase 1 


Mus musculus, phosphoribosyl 
pyrophosphate synthetase-associated 
protein 2, clone MGC:36957 
IMAGE:4947226,mRNA, complete cds, 
RIKEN cDNA 5730409F23 gene, expressed 
sequence C76678, phosphoribosyl 
pyrophosphate synthetase 1 


107 


4832 


AA800190 


oo 


phosphorylase, glycogen; 
brain 


liver glycogen phosphorylase, muscle " 
glycogen phosphorylase, phosphorylase, 
qlycoqen; brain 


4038 


13369 


NM_053742 


V 


phosphotidyllnositol transfer 
protein, beta 


ESTs, Highly similar to PPI2_HUMAN 
PHOSPHATIDYLINOSITOL TRANSFER 
PROTEIN BETA ISOFORM [H.sapiens], 
phosohotidvlinositol transfer protein, beta 


3550 


20312 


NMJ322224 


bb 


phosphodiesterase related 


phosphodiesterase related 


3844 


6554 


NMJ31640 


f 


plasma glutamate 
carboxypeptidase 


plasma glutamate carboxypeptidase 
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Human Homologous Gene t 
Name 
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2571 


19288 


AI231305 


e 


platelet derived growth factor 
receptor, alpha polypeptide, 
platelet-derived growth factor 
receptor, alpha polypeptide 


platelet derived growth factor receptor, 
alpha polypeptide, platelet-derived growth 
factor receptor, alpha polypeptide, platelet- 
derived growth factor receptor, beta 
DolvDeotide 


1454 


1332 


AI013222 


mm 


platelet derived growth factor, 
alpha, platelet-derived growth 
factor alpha polypeptide 


platelet derived growth factor, alpha, platelet 
derived growth factor alpha polypeptide 


4394 


25642 


U77697 


gg, hh 


platelet/endothelial cell 
adhesion molecule, 
platelet/endothelial cell 
adhesion molecule (CD31 
antiqen) 




4082 

i 


17937 


NMJ)53911 


ss, uu 


pleckstrin homology, Sec7 and 
coiled/coil domains 2, 
pleckstrin homology, Sec7 and 
coiled/coil domains 2 
(cytohesin-2) 


F-box only protein 8, KIAA0522 protein, 
KIAA1110 protein, Mus musculus, Similar to 
KIAA0763 gene product, clone 
IMAG&4503056, mRNA, partial cds, f-box 
only protein 8, pleckstrin homology, Sec7 
and coiled/coil domains 2, pleckstrin 
homology, Sec7 and coiled/coil domains 2 
favtohesin-2t 


3532 


20090 


NMJ)21757 


V, WW 


pleiotropic regulator 1 
(PRLIhomolog, Arabidopsis), 
pleiotropic regulator 1, PRL1 
homolog (Arabidopsis) 


WD repeat domain 12, f-box and WD-40 
domain protein 4, katanin p80 (WD40- 
containing) subunit B 1, pleiotropic regulator 
1 (PRLIhomolog, Arabidopsis), pleiotropic 
regulator 1, PRL1 homolog (Arabidopsis), 
transducin (betaMike 2 


4361 


1392 


U10188 


j 


polo-like kinase (Drosophila), 
polo-like kinase homolog, 
(Drosophila) 


Rattus norvegicus polo-like kinase isoform 
mRNA, partial cds, endoplasmic reticulum 
(ER) to nucleus signalling 1, polo-like kinase 
(Drosophila), polo-like kinase homolog, 
(Drosophila) 


2650 


5778 


AI233246 


ii 


polymerase (RNA) ll (DNA 
directed) polypeptide B 
(140kD) 


EST, Weakly similar to T42723 probable 
DNA-directed RNA polymerase (EC 2.7.7.6) 
I second largest chain - mouse 
[M.musculus], ESTs, Weakly similar to RNA 
polymerase I (127 kDa subunit) [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to T42723 probable DNA-directed 
RNA polymerase (EC 2.7.7.6) I second 
largest chain - mouse [M.musculus], RIKEN 
cDNA 2700078H01 gene, RNA polymerase 
1-2 (128 kDa subunit), RNA polymerase 1 
(127 kDa subunit), polymerase (RNA) II 
(DNA directed) polypeptide B (140kD) 
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Mo. 
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2654 


5779 i 


M233350 




polymerase (RNA) 1! (DNA 
jirected) polypeptide B 
(140kD) 


EST, Weakly similar to T42723 probable 
DNA-directed RNA polymerase (EC 2.7.7.6) 
second largest chain - mouse 
M.musculus], ESTs, Weakly similar to RNA 
Dolymerase 1 (127 kDa subunit) [Rattus 

nnn/pnirn iqI TR nnrvpnif^ii^l F£T<; Wpaklv 
lUivcyiouoj [r\.i iui vcjyiiAJoj, coio, vvcaruy 

similar to T42723 probable DNA-directed 
kima polymerase \cx» z././,oj i seconu 
largest chain - mouse [M.musculus], RIKEN 
cuima ^/uuu/onui gene, kin a polymerase 
1-2 (1 28 kDa subunit), RNA polymerase I 
(127 kDa subunit), polymerase (RNA) II 
(DNA directed) polypeptide B (140kD) 


4085 


15857 


NMJJ53948 


b, e, bb, oo, 

WW 


polymerase (RNA) II (DNA 
directed) polypeptide G 


polymerase (RNA) II (DNA directed) 
polypeptide G 


2865 


4714 


AI639518 


k, ww, xx 


polymerase (RNA) II (DNA 

HirprtwU nnivnpntiHp H 


polymerase (RNA) II (DNA directed) 
noivDGDtide H 


OOXJO 


l DZJ 1 1 


MM 01QQn7 


MAM 
WW 


nrwfcvnantip nrotpin CR1PT 
nncfci/nantif nrnfpin f^rint 




3298 


11836 


NMJM7023 


g 


potassium inwardly-rectifying 

fihannpl Qiihfamilv .1 mpmhpr 

\A 101 ii auuiaiiiiij u, iiicijiuci 
1 


potassium inwardly-rectifying channel, 
subfamilv J member 1 


3195 


24528 


NM_012973 


g 


potassium voltage-gated 
channel, Isk-related family, 
member 1, potassium voltage- 

nafoH r*hanno1 IcIf.rptafpH 
ydlcU uflcUlliei, lo!\-lclalcU 

subfamilv. member 1 


potassium voltage-gated channel, Isk- 
related family, member 1, potassium voltage 
gated channel, Isk-related subfamily, j 

mpmhpr 1 


4184 


2788 


NM 133528 


z, ee 


preimplantation protein 3 


preimplantation protein 3 


4476 


1620 


X97374 


bb 


prepronociceptin 




3438 


20256 


NM.019163 


ii 


presenilin 1, presenilin 1 
(Alzheimer disease 3) 


presenilin 1, presenilin 1 (Alzheimer disease 
3) 


3096 


18553 


NMJM2631 


b ( c, qq, w 


prion protein, prion protein 
(p27-30) (Creutzfeld-Jakob 
disease, Gerstmann-Strausler- 
Scheinker syndrome, fatal 
familial insomnia! 


prion protein, prion protein (p27 : 30) 
(Creutzfeld-Jakob disease, Gerstmann- 
Strausler-Scheinker syndrome, fatal familial 
insomnia) 


3946 


23895 


NM.033485 


tt 


PRKC, apoptosis. WTI, 
regulator 


ESTs, Weakly similar to Ser/Arg-related 
nuclear matrix protein; plenty-of-prolines- 
101 ; serine/arginirie repetitive matrix protein 
1 [Mus musculus] [M.musculus], Mus 
musculus, Similar to hypothetical protein 
MGC13125, clone MGC:38070 
IMAGE:5252666, mRNA, complete cds, 
PRKC, apoptosis, WT1, regulator, 
expressed sequence A1480556, 
glucocorticoid-induced gene 1, 
- qprinp/amininp rpnpfitivp matriy 1 
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3457 


15504 


NM_019237. 


d 


procollagen C-endopeptidase 
enhancer, procollagen C- 
proteinase enhancer protein 


EST, Weakly similar to PC01_HUMAN 
PROCOLLAGEN C-PROTEINASE 
ENHANCER PROTEIN PRECURSOR 
H. sapiens], ESTs, Weakly similar to 
3 C01_RAT Procollagen C-proteinase 
enhancer protein precursor (PCPE) (Type I 
procollagen COOH-terminal proteinase 
enhancer) (Type 1 procollagen C-proteinase 
enhancer protein) [R.norvegicus], expressed 
sequence AI0431 06, membrane frizzled- 
related protein, procollagen C- 
endopeptidase enhancer, procollagen C- 
endopeptidase enhancer 2, procollagen C- 
proteinase enhancer protein 


3205 


19391 


NM_012998 


t y, mm 


procollagen-proline, 2- 
oxoglutarate 4-dioxygenase 
(proline 4-hydroxylase), beta 
polypeptide (protein disulfide 
Isomerase; thyroid hormone 
binding protein p55), prolyl 4- 
hydroxylase, beta polypeptide 




3205 


19392 


NM_01299o 


j, gg, nh 


procollagen-proline, 2- 
oxoglutarate 4-dioxygenase 
(proline 4-hydroxylase), beta 
polypeptide (protein disulfide 
isomerase; thyroid hormone 
binding protein p55), prolyl 4- 
hydroxylase, beta polypeptide 




3205 


19393 


NM_U1z99o 


_ _ L L If 

gg. nn, li 


procollagen-proline, 2- 
oxoglutarate 4-dioxygenase 
(proline 4-hydroxylase), beta 
polypeptide (protein disulfide 
isomerase; thyroid hormone 
binding protein p55), prolyl 4- 
hydroxylase, beta polypeptide 








NM.021766 


qq 


progesterone receptor 
membrane component 1 


Homo sapiens, clone MGC.32124 
1MAGE:4877960, mRNA, -iplete cds, 

RIKFNI rHMA AGWAIA.ni ■ ■ -tana 

progesterone receptor membrane 
component 1 


3031 


21670 


M80601 


f,u 

General 


programmed cell death 2 


ESTs, Weakly similar to A4l 257 apoptosis 
protein RP-8 - rat (fragment) [R.norvegicus], 
RIKEN cDNA 6030457N17 gene, 
programmed cell death 2 
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3095 


24568 


NM_012630 


9 


prolactin receptor 


prolactin receptor, prolactin receptor related 
sequence 1 


3559 


11454 


NM_022381 


c, f, kk, tt 


proliferating cell nuclear 
antigen 


proliferating cell nuclear antigen 


3559 


11455 


NM.022381 


c, f, jj, kk, nn 


proliferating cell nuclear 
antigen 


proliferating cell nuclear antigen 


3462 


888 


NMJ)19246 


n 


proprotein convertase 
subtilisin/kexin type 7 


proprotein convertase subtilisin/kexin type 7 


1829 


18838 


AI101102 


ee 


prosaposin, prosaposin 
Variant Gaucher disease and 
variant metachromatic 
leukodystrophy) 




3209 


23543 


NM.013013 


w,y 


prosaposin, prosaposin 
< variant Gaucher disease and 
variant metachromatic 
leukodystrophy) 




3209 


23544 


NM_013013 


c 


prosaposin, prosaposin 
(variant Gaucher disease and 
variant metachromatic 
leukodystrophy) 




3119 


503 


NM.012704 


k 


prostaglandin E receptor 3 
(subtype EP3) 




3461 


21109 


NM_019243 


r 


prostaglandin F2 receptor 
negative regulator 


RIKEN cDNA 4833439017 gene, 
immunoglobulin superfamily, member 2, 
immunoglobulin superfamily, member 3, 
immunoglobulin superfamily, member 8, 
prostaglandin F2 receptor negative regulator 


3812 


692 


NM_031557 


g 


prostaglandin 12 (prostacyclin) 
synthase 


EST, Highly-similar to PTGLRAT 
Prostacydin synthase (Prostaglandin 12 
synthase) [R.norvegicus], cytochrome P450, 
subfamily VIIIB (sterol 12-alpha- 
hydroxylase), polypeptide 1, prostaglandin 
12 forostacvclin) svnthase 


3370 


20192 


NM_017232 


s 


prostaglandin-endoperoxide 
synthase 2, prostaglandin- 
endoperoxide synthase 2 
(prostaglandin G/H synthase 
and cvdooxvaenase) 


prostaglandin-endoperoxide synthase 2, 
prostaglandin-endoperoxide synthase 2 
(prostaglandin G/H synthase and 
cyclooxygenase) 


3370 


20193 


NM.017232 


qq, w 


prostaglandin-endoperoxide 
synthase 2, prostaglandin- 
endoperoxide synthase 2 
(prostaglandin G/H synthase 
and cvdooxvaenase) 


prostaglandin-endoperoxide synthase 2, 
prostaglandin-endoperoxide synthase 2 
(prostaglandin G/H synthase and 
cyclooxygenase) 


3921 


15470 


NMJH1978 


u, mm 


proteasome (prosome, . 
macropain) 26S subunit, non- 
ATPase, 1 


proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 1, proteasome 
(prosome, macropain) 26S subunit, non- 
ATPase. 2 
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2219 


7579 


AI172453 


V 


proteasome (prosome, 
macropain) 26S subunit, non- 
ATPase, 10 


RIKEN cDNA 061 001 3D04 gene, ankyrin 
repeat and SOCS box-containing protein 8, 
ankyrin repeat, family A (RFXANK-like), 2, 
fem-1 homolog b (C. elegans), feminization 
1 homolog b (C. elegans), proteasome 
(prosome, macropain) 26S subunit, non- 
ATPase, 10 


4154 


13515 


NM_1 30430 


y 


proteasome (prosome, 
macropain) 26S subunit, non- 
ATPase, 9 


Homo sapiens cDNA FLJ30777 fis, clone 
FEBRA2000803, proteasome (prosome, 
macropain) 26S subunit. non-ATPase. 9 


3385 


15224 


NMJ)17264 


f 


proteasome (prosome, 
macropain) 28 subunit, alpha, 
proteasome (prosome, 
macropain) activator subunit 1 
(PA28 alpha) 


proteaseome (prosome, macropain) 28 
subunit, 3, proteasome (prosome, 
macropain) 28 subunit, alpha, proteasome 
(prosome, macropain) activator subunit 1 
(PA28 alpha), proteasome (prosome, 
macropain) activator subunit 3 (PA28 
oamma: Ki\ 


3391 


15141 


NMJM7278 


gg, hh 


proteasome (prosome, 
macropain) subunit, alpha type 
1, proteasome (prosome, 
macropain) subunit, alpha 
tvoe. 1 


proteasome (prosome, macropain) subunit, 
alpha type 1, proteasome (prosome, 
macropain) subunit, alpha type, 1 


3392 


5747 


NM.017279 


p 


proteasome (prosome, 
macropain) subunit, alpha type 
2, proteasome (prosome, 
macropain) subunit, alpha 
tvoe. 2 


RIKEN cDNA 5430437J10 gene, 
proteasome (prosome, macropain) subunit, 
alpha type 2, proteasome (prosome, 
macropain) subunit, alpha type, 2 


3392 


5748 


NMJM7279 


XX 


proteasome (prosome, 
macropain) subunit, alpha type 
2, proteasome (prosome, 
macropain) subunit, alpha 
tvoe. 2 


RIKEN cDNA 5430437J10 gene, 
proteasome j(prosome, macropain) subunit, 
alpha type 2, proteasome (prosome, 
macropain) subunit alpha type, 2 


3393 


1447 


NMJ)17281 


t 


proteasome (prosome, 
macropain) subunit, alpha type 
4, proteasome (prosome, 
macropain) subunit, alpha 
type, 4 


EST, Moderately similar to PRC9_HUMAN 
PROTEASOME COMPONENT C9 
[H.sapiens], proteasome (prosome, 
macropain) subunit, alpha type 4, 
proteasome (prosome, macropain) subunit, 
alDha tvoe. 4 


3394 


3254 


NMJ)17282 


e, kk, mm, 
nn 


proteasome (prosome, 
macropain) subunit, alpha type 
5, proteasome (prosome, 
macropain) subunit, alpha 
type, 5 


proteasome (prosome, macropain) subunit, 
alpha type 5, proteasome (prosome, 
macropain) subunit, alpha type, 5 


3394 


3256 


NMJM7282 


I, j.xx 


proteasome (prosome, 
macropain) subunit, alpha type 
5, proteasome (prosome, 
macropain) subunit, alpha 
type, 5 


proteasome (prosome, macropain) subunit, 
alpha type 5, proteasome (prosome, 
macropain) subunit, alpha type, 5 



WSDOCID: <WO 0306599 3A2_I_> 



WO 03/065993 



PCT/US03/03482 



356 



TABLE 








. ' : "- ' ■ "' * : •: 


?■ Attorney Docket No. 44921 -511 3WO 
*. Document No. 1926271.2 


SEQ 

ID; 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene, 5 
Name 


Human Homologous Cluster Title 

• ' " - ... •-• '' 
■ . .■ * . - '■■ * i ■ .■ 


3395 


15535 


NM.017283 


I 


proteasome (prosome, 
macropain) subunit, alpha type 
6, proteasome (prosome, 
macropain) subunit, alpha 
type, 6 


ESTs, Highly similar to S30274 
multicatalytic endopeptidase complex 
H.sapiens], ESTs, Weakly similar to 
JX0230 multicatalytic endopeptidase 
complex (EC 3.4.99.46) iota chain - rat 
Rnorvegicus], proteasome (prosome, 
macroDein) subunit, 3<Dha tvoe 6 


3762 


15539 


NM_031132 


V 


proteasome (prosome, 
macropain) subunit, alpha type 
6, proteasome (prosome, 
macropain) subunit, alpha 
type, 6, transforming growth 
factor, beta receptor II, 
transforming growth factor, 
beta receptor II (70-80kD) 


ESTs, Highly similar to S30274 
multicatalytic endopeptidase complex 
H.sapiens], ESTs, Weakly similar to 
JX0230 multicatalytic endopeptidase 
complex (EC 3.4.99.46) iota chain - rat 
Rnorvegicus], proteasome (prosome, 
macropain) subunit, alpha type 6, 
transforming growth factor, beta receptor II, 
transforming growth factor, beta receptor 11 


3396 


12523 


NM_017285 


tt 


proteasome (prosome, 
macropain) subunit, beta type 
3, proteasome (prosome, 
macropain) subunit, beta type, 
3 


EST, Moderately similar to S40468 
proteasome subunit RC10-H - rat 
[Rnorvegicus], ESTs, Weakly similar to 
proteasome (prosome, macropain) subunit, 
beta type, 3 [Mus musculus] [Mmusculus], 
ESTs, Weakly similar to S40468 
proteasome subunit RC10-H - rat 
[Rnorvegicus], proteasome (prosome, 
macropain) subunit, beta type 3, 
proteasome (prosome, macropain) subunit, 


3396 


12524 


NM_017285 


kk 


proteasome (prosome, 
macropain) subunit, beta type 
3, proteasome (prosome, 
macropain) subunit, beta type, 
3 


EST, Moderately similar to S40468 
proteasome subunit RC10-H - rat 
[Rnorvegicus], ESTs, Weakly similar to 
proteasome (prosome, macropain) subunit, 
beta type, 3 [Mus musculus] [M.musculus], 
ESTs, Weakly similar to S40468 
proteasome subunit RC10-H - rat 
[Rnorvegicus], proteasome (prosome, 
macropain) subunit, beta type 3, 
proteasome (prosome, macropain) subunit, 

hota h/no 3 


3842 


20940 


NMJ31629 


y, nn 


proteasome (prosome, 
macropain) subunit, beta type 
4, proteasome (prosome, 
macropain) subunit, beta type, 
4 


proteasome (prosome, macropain) subunit, 
beta type 4, proteasome (prosome, 
macropain) subunit, beta type, 4 


3842 


20941 


NM_031629 


bb 


proteasome (prosome, 
macropain) subunit, beta type 
4, proteasome (prosome, 
macropain) subunit, beta type, 
4 


proteasome (prosome, macropain) subunit, 
beta type 4, proteasome (prosome, 
macropain) subunit, beta type, 4 
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3842 


20942 


NM.031629 


mm 


proteasome (prosome, 
macropain) subunit beta type 
4, proteasome (prosome, 
macropain) subunit, beta type, 
4 


proteasome (prosome, macropain) subunit, 
beta type 4, proteasome (prosome, 
macropain) subunit, beta type, 4 


2896 


9135 


D45247 


b, mm 


proteasome (prosome, 
macropain) subunit, beta type 
5, proteasome (prosome, 
macropain) subunit, beta type, 
5 


EST, Moderately similar to PSB5JRAT 
Proteasome subunit beta type 5 precursor 
(Proteasome epsilon chain) (Macropain 
epsilon chain) (Multicatalytic endopeptidase 
complex epsilon chain) (Proteasome subunit 
X) (Proteasome chain 6) [R.norvegicusJ, 
RIKEN cDNA 5830406J20 gene, 
proteasome (prosome, macropain) subunit 
beta type 5, proteasome (prosome, 

marxnnain\ snhnnit hftta tvnfc 5 


2896 


9134 


D45247 


\,Y 


proteasome (prosome, 
macropain) subunit, beta type 
5, proteasome (prosome, 
macropain) subunit, beta type, 
5 




4108 


22849 


NM_057099 


c 


proteasome (prosome, 
macropain) subunit beta type 
6, proteasome (prosome, 
macropain) subunit beta type, 
6 


proteasome (prosome, macropain) subunit 
beta type 6, proteasome (prosome, 
macropain) subunit, beta type, 6 


3120 


4002 • 


NMJ)12708 


p, General, 
nn 


proteasome (prosome, 
macropain) subunit, beta type, 
9 (large multifunctional 
protease 2), proteosome 
(prosome, macropain) subunit, 
beta type 9 (large 
multifunctional orotease 2) 


proteasome (prosome, macropain) subunit, 
beta type, 9 (large multifunctional protease 
2), proteosome (prosome, macropain) 
subunit beta-type 9 (large multifunctional 
protease 2) 


3120 


4003 


NMJ)12708 


P 


proteasome (prosome, 
macropain) subunit, beta type, 
9 (large multifunctional 
protease 2), proteosome 
(prosome, macropain) subunit 
beta type 9 (large 
multifunctional Drotease 2^ 


proteasome (prosome, macropain) subunit, 
beta type, 9 (large multifunctional protease 
2), proteosome (prosome, macropain) 
subunit, beta type 9 (large multifunctional 
protease 2) 


3120 


4004 


NMJ12708 


nn 


proteasome (prosome, 
macropain) subunit beta type, 
9 (large multifunctional 
protease 2), proteosome 
(prosome, macropain) subunit, 
beta type 9 (large 
multifunctional nrotease 7\ 


proteasome (prosome, macropain) subunit, 
beta type, 9 (large multifunctional protease 
2), proteosome (prosome, macropain) 
subunit, beta type 9 (large multifunctional 
protease 2) 
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3120 


4005 


NM.0127G8 


General 


proteasome (prosome, 
macropain) subunit, beta type, 
9 (large multifunctional 
protease 2), proteosome 
[prosome, macropain) subunit, 
beta type 9 (large 
multifunctional orotease 2^ 


proteasome (prosome, macropain) subunit, 
beta type, 9 (large multifunctional protease 
2), proteosome (prosome, macropain) 
subunit, beta type 9 (large multifunctional 
protease 2) 


3145 


556 


NM_012803 


b f u, x, dd 


protein C, protein C 
(inactivator of coagulation 
factors Va and Villa) 


B-factor, properdin, ESTs, Weakly similar to 
S18994 protein C (activated) (EC 3.4.21.69) 
precursor - rat [R.norvegicus], 
histocompatibility 2, complement component 
factor B, protein C t protein C (inactivator of 
coaaulation factors Va and Vllla^ 


3121 


24545 


NM.012713 


s 


protein kinase C, beta, protein 
kinase C, beta 1 




3577 


1468 


NM_022507 


dd 


protein kinase C, zeta 


protein kinase C, iota, protein kinase C, 
lambda, protein kinase C, zeta 


3351 


114 


NMJ317175 


00 


protein kinase C-like 1 


EST, Weakly similar to B Chain B, Crystal 
Structure Of Human Rhoa Complexed With 
The Effector Domain Of The Protein Kinase 
PknPRKI {SUB 13-98 [H.sapiens], ESTs, 
Highly similar to PKL1 MOUSE PROTEIN 
KINASE C-LIKE 1 [M.musculus], ESTs, 
Highly similar to PKL1_RAT PROTEIN 
KINASE C-LIKE 1 (PROTEIN-KINASE C- 
RELATED KINASE 1) (PROTEIN KINASE C 
LIKE PKN) (SERINE-THREONINE 
PROTEIN KINASE N) (PROTEASE- 
ACTIVATED KINASE 1) (PAK-1) ! 
[R.norvegicus], expressed sequence 
AI507382, expressed sequence AW209115, 
protein kinase C-like 1, protein kinase 


3920 


17601 


NMJ)31976 


WW 


protein kinase, AMP-activated, 
beta 1 non-catalytic subunit 


expressed sequence AW049591 , protein j 
kinase, AMP-activated, beta 1 non-catalytic 
subunit 
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3405 


19671 


NM_017309 


k, mm 


protein phospatase 3, 
regulatory subunit B, alpha 
isoform (calcineurin B, type I), 
protein phosphatase 3 
(formerly 2B), regulatory 
subunit B (19kD), alpha 
isoform (calcineurin B f type I) 


ESTs, Highly similar to CALC J/IOUSE 
CALCINEURIN B SUBUNIT ISOFORM 2 
(PROTEIN PHOSPHATASE 2B 
REGULATORY SUBUNIT 2) (PROTEIN 
PHOSPHATASE 3 REGULATORY 
SUBUNIT B ALPHA ISOFORM 2) 
M.musculus], ESTs, Weakly similar to 
calcium binding protein Kip 2 [M.musculus], 
Homo sapiens cDNA FLJ32962 fis, clone 
TESTI2008387, highly similar to 
CALCINEURIN B-LIKE PROTEIN, Mus 
musculus, Similar to hypothetical protein 
FLJ12443, clone MGC:8148 
IMAGE:3589626, mRNA, complete cds, 
protein phospatase 3, regulatory subunit B, 
alpha isoform (calcineurin B, type 1), protein 
phosphatase 3 (formerly 2B), regulatory 
subunit B (19kD), alpha isoform (calcineurin 


3571 


4647 


NM_022498 


h, r, w, rr 


protein phosphatase 1, 
catalytic subunit, gamma 
isoform 


protein phosphatase 1, catalytic subunit, 
gamma isoform 


3613 


24564 


NM_022676 


bb 


protein phosphatase 1, 
regulatory (inhibitor) subunit 
1A 


EST, Weakly similar to IPP1JHUMAN 
PROTEIN PHOSPHATASE INHIBITOR 1 
[H.sapiens], ESTs, Moderately similar to 
PROTEIN PHOSPHATASE INHIBITOR 1 
[R.norvegicus], Mus musculus, clone 
MGC:18770 IMAGE.41 64563, mRNA, 
complete Cds.RlKEN CDNA4930565M23 
gene, protein phosphatase 1 regulatory 
subunit 1A, protein phosphatase 1, 
motion™ /inhihitnri subunit 1 A 


4334 


25505 


S65091 


g.y 


protein phosphatase 1, 
regulatory (inhibitor) subunit 
1C 




3302 


3202 


NM_017039 


t 


protein phosphatase 2 
(formerly 2A), catalytic subunit 
alpha isoform, protein 
phosphatase 2a, catalytic 
subunit aloha isoform 


protein phosphatase 2 (formerly 2A), 
catalytic subunit, alpha isoform, protein 
phosphatase 2a, catalytic subunit, alpha 
isoform 


3302 


3203 


NMJ)17039 


00 


protein phosphatase 2 
(formerly 2A), catalytic subunit 
alpha isoform, protein 
phosphatase 2a, catalytic 
subunit. atoha isoform 


protein phosphatase 2 (formerly 2A), 
catalytic subunit, alpha isoform, protein 
phosphatase 2a, catalytic subunit, alpha 
isoform 
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1566 


5648 


AI044035 


ss 


protein phosphatase 4, 
regulatory subunit 1 


ESTs, Weakly similar to protein 
phosphatase 4, regulatory subunit 1 [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to protein serine/threonine 
phosphatase 4 regulatory subunit 1 
[H.sapiens], protein phosphatase 2 (formerly 
2A), regulatory subunit A (PR 65), alpha 
isoform, protein phosphatase 4, regulatory 

RiihnriiM 


3820 


24219 


NM_031579 


n, General 


protein tyrosine phosphatase 
4a1, protein tyrosine 
phosphatase type IV A, 
member 1 


protein tyrosine phosphatase 4a1, protein 
tyrosine phosphatase 4a3, protein tyrosine 
phosphatase type IVA, member 1, protein 
tyrosine phosphatase type IVA. member 3 


3097 


1840 


NM.012637 


9 


protein tyrosine phosphatase, 
non-receptor type 1 


EST, Moderately similar to A34845 protein- 
tyrosine-phosphatase (EC 3.1.3.48), 
nonreceptor type 1B - rat [R.norvegicus], 
ESTs, Moderately similar to PTN1JHUMAN 
PROTEIN-TYROSINE PHOSPHATASE, 
NON-RECEPTOR TYPE 1 [H.sapiens], 
protein tyrosine phosphatase, non-receptor 
Ivor 1 


3097 


1841 


NM_012637 


WW 


protein tyrosine phosphatase, 
non-receptor type 1 


EST, Moderately similar to A34845 protein- 
tyrosine-phosphatase (EC 3.1.3.48), 
nonreceptor type 1 B - rat [R.norvegicus], 
ESTs, Moderately similar to PTN1JHUMAN 
PROTEIN-TYROSINE PHOSPHATASE, 
NON-RECEPTOR TYPE 1 [H.sapiens], 
protein tyrosine phosphatase, non-receptor 
tvnfi 1 


3097 


1844 


NM_012637 


WW 


protein tyrosine phosphatase, 
non-receptor type 1 


EST, Moderately similar to A34845 protein- 
tyrosine-phosphatase (EC 3.1.3.48), 
nonreceptor type 1B - rat [R.norvegicus], 
ESTs, Moderately similar to PTN1_HUMAN 
PROTEIN-TYROSINE PHOSPHATASE, 
NON-RECEPTOR TYPE 1 [H.sapiens], 
protein tyrosine phosphatase, non-receptor 
tvnfi 1 


4301 


242 


NMJ45683 


u 


protein tyrosine phosphatase, 
non-receptor type 7 


protein tyrosine phosphatase, non-receptor 
type 7 


3210 


11905 


NM_013016 


s,x 


protein tyrosine phosphatase, 
non-receptor type substrate 1 


ESTs, Moderately similar to JC5288 SHP 
substrate-1 protein, 509 - mouse 
[M.musculus], ESTs, Weakly similar to. 
JC5288 SHP substrate-1 protein, 609 - 
mouse [M.musculus], protein tyrosine 
phosphatase, non-receptor type substrate 1, 
signal-regulatory protein beta 1, signal- 
rftnulatnrv nrntein hfita ? 
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3005 


668 


M25823 




protein tyrosine phosphatase, 
receptor type, C 


ESTs, Highly similar to CD45_HUMAN 
LEUKOCYTE COMMON ANTIGEN 
PRECURSOR [H.sapiens], protein tyrosine 
Dhosohatase. receptor tvoe, C 


3431 


14971 


NM_O19140 


n, bb 


protein tyrosine phosphatase, 
receptor type, D 


ESTs, Weakly similar to 2103274A receptor 
type protein Tyr phosphatase [M.musculus], 
RIKEN cDNA 1600019004 gene, expressed 
sequence AU040377, protein tyrosine 
phosphatase, receptor type, S 


3431 


14975 


NMJ)19140 


dd 


protein tyrosine phosphatase, 
receptor type, D 


ESTs, Weakly similar to 2103274A receptor 
type protein Tyr phosphatase [M.musculus], 
RIKEN cDNA 1600019004 gene, expressed 
sequence AU040377, protein tyrosine 
phosphatase, receptor type, S 


3464 


1973 


NMJ319249 


h, q, r, w,z, 
General, ee, 
nn 


protein tyrosine phosphatase, 
receptor type, F, protein 
tyrosine phosphatase, receptor 
type,F 


ESTs, Weakly similar to 2103274A receptor 
type protein Tyr phosphatase [M.musculus], 
ESTs, Weakly similar to S40282 protein- 
tyrosine-phosphatase [M.musculus], ESTs, 
Weakly similar to S4621 6 leukocyte antigen- 
related protein precursor - rat 
[R.norvegicus], Mus musculus, clone 
IMAGE:51 01040, mRNA, partial cds, protein 
tyrosine phosphatase, non-receptor type 9, 
protein tyrosine phosphatase, receptor type, 
D, protein tyrosine phosphatase, receptor 
type, F, protein tyrosine phosphatase, 
receptor-typerF 


3700 


20410 


NMJ)30990 


g, bb, cc 


proteolipid protein (myelin), 
proteolipid proteinl (Pelizaeus- 
Merzbacher disease, spastic 
paraplegia 2, uncomplicated) 


Mus musculus 15 days embryo male testis 
cDNA, RIKEN full-length enriched library, 
clone:8030496P19:glycoprotein m6b, full 
Insert sequence, Mus musculus, clone 
MGC:32434 JMAGE5041793, mRNA, 
complete cds, PH domain containing protein 
in retina 1, glycoprotein m6b, proteolipid 
nrotein fmvfilint 


3526 


22916 


NMJD21740 


ff 


prothymosin alpha, 
prothyrtiosin, alpha (gene 
sequence 28) 


ESTs, Highly similar to THYA_HUMAN j 
PROTHYMOSIN ALPHA [H.sapiens], 
RIKEN cDNA 2610009E16 gene, 
prothymosin alpha, prothymosin, alpha 
(aene seauence 28) 


3826 


21843 


NMJ)31594 


e t ee, tt, ww 


purinergic receptor P2X, ligand 
gated ion channel 4, purinergic 
receptor P2X, ligand-gated ion 
channel. 4 


purinergic receptor P2X, ligand-gated ion 
channel 4, purinergic receptor P2X, ligand- 
gated ion channel, 4 
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3382 


1496 


NMJJ17255 


qq, w 


purinergic receptor P2Y, G- 
protein coupled 2, purinergic 
receptor P2Y, G-protein 
coupled, 2 


G protein-coupled receptor 31, G protein- 
coupled receptor 35, Mus musculus, clone 
MGC:28142 IMAGE:3982042, mRNA, 
complete cds, RIKEN cDNA 2610302102 
gene, RIKEN cDNA 5830408N17gene, 
expressed sequence AI662791 , purinergic 
receptor P2Y, G-protein coupled 2, 
purinergic receptor P2Y, G-protein coupled, 

9 


3855 


15823 


NM_031680 


g 


pyrimidinergic receptor P2Y, G J 
protein coupled, 4 


G protein-coupled receptor 17, G protein- 
coupled receptor 23, G protein-coupled 
receptor 35, purinergic receptor (family A 
group 5), pyrimidinergic receptor P2Y, G- 
orotein coupled. 4 


4482 


20426 


Z12158 


ff, gg, hh 


pyruvate dehydrogenase ! 
(lipoamide) alpha 1, pyruvate 
dehydrogenase El alpha 1 




3697 


1928 


NMJ33G872 


z, General, 
ee,kk 


pyruvate dehydrogenase 2, 
pyruvate dehydrogenase 
kinase, isoenzyme 2 


Mus musculus, Similar to pyruvate 
dehydrogenase kinase, isoenzyme 1, done 
MGC:28719 IMAG&4458562, mRNA, 
complete cds, Mus musculus, Similar to 
pyruvate dehydrogenase kinase, isoenzyme 
3, clone MGC:6383 IMAG&3500763, 
mRNA, complete cds, pyruvate 
dehydrogenase 2, pyruvate dehydrogenase 

kinase isnpn7vmp 9 


4238 


14822 


NM_1 38708 


m, s 


RAB geranylgeranyl 
transferase, b subunit, Rab 
geranylgeranyltransferase, 
beta subunit 


RAB geranylgeranyl transferase, b subunit, 
Rab geranylgeranyltransferase, beta 
subunit, expressed sequence AA409500 


3422 


20417 


NM_017359 


General 


RAB10, member RAS 
oncogene family 


ESTs, Weakly similar to RAB8_HUMAN 
RAS-RELATED PROTEIN RAB-8 | 
[H.sapiens], RAB10, member RAS 
oncogene family, RAB12, member RAS 
oncogene family, RAB38, member RAS 
oncogene family, expressed sequence 
AA536966, expressed sequence AW1 07754 


3937 


20490 


NM_032617 


II 


RAB11B, member RAS 
oncogene family 


EST, Weakly similar to R11B MOUSE RAS- 
RELATED PROTEIN RAB-11B 
[M.muscuius], RAB, member of RAS 
oncogene family-like 2A, RAB, member of 
RAS oncogene family-like 2B, RAB11B, 
member RAS oncogene family, RIKEN 
GDNA 1110D31N17 n«nfi 
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4007 


20831 


NM.053589 


g 


RAB14, member RAS 
oncogene family 

• 


EST, Highly similar to GTPase Rab14 
Rattus norvegicus] [R.norvegicus], ESTs, 
Highly similar to F34323 GTP-binding 
protein Rab5 [H.sapiens], ESTs, Highly 
similar to RB14.HUMAN RAS-RELATED 
PROTEIN RAB-14 [R.norvegicus], ESTs, 
Weakly similar to RB14HUMAN Ras- 
related protein Rab-14 [R.norvegicus], Mus 
musculus Rab-related GTP-binding protein 
(Rabj) mRNA, complete cds, RAB14, 


4132 


24653 


NMJ)80580 


e 


RAB3D, member RAS 
oncogene family 


RAB3D, member RAS oncogene family 


3420 


21846 


NM_017355 


gg. hh 


RAB4B, member RAS 
oncogene family 


Homo sapiens cDNA FLJ21 192 fis^ done 
COL00107, highly similar to AF1 65522 
Homo sapiens ras-related GTP-binding 
protein 4b (RAB4B) mRNA, RAB4A, 
member RAS oncogene family, RAB4B, 
member RAS oncoaene family 


217 


4230 


AA818669 


I, ss 


RAB7, member RAS 
oncogene family 


ESTs, Weakly similar to RAB7 MOUSE RAS 
RELATED PROTEIN RAB-7 [M.musculus], 
Mus musculus, clone MGC:25695 
IMAGE:3672128, mRNA, complete cds, 
RAB7, member RAS oncogene family 


3647 


4228 


NM_023950 


u 


RAB7, member RAS 
oncogene family 


ESTs, Weakly similar to RAB7 MOUSE RAS 
RELATED PROTEIN RAB-7 [M.musculus], 
Mus musculus, clone MGC:25695 
IMAGE:3672128, mRNA, complete cds, 
RAB7, member RAS oncogene family 


2891 


25278 


D30734 


k,fi t tt 


RAS p21 protein activator 2 




3275 


23361 


NMJ313216 


r 


RAS-homolog enriched in 
brain, Ras homolog enriched 
in brain 2 


ESTs, Weakly similar to RALA MOUSE RAS 
RELATED PROTEIN RAL-A [M.musculus], 
RAS-homolog enriched in brain, RIKEN 
cDNA 1810036J22 gene, Ras homolog 
enriched in brain 2, ras-like protein 
VTS58635 


1908 


2069 


AI103616 


bb 


ras-related C3 botulinum toxin 
substrate 1 (rho family, small 
\a i r Dinaing proiein Kaci ) 


ESTs, Highly similar to Cdc42 From Human, 
Nmr, 20 Structures [H.sapiens], Mus 
musculus Ubuz protein (uvcz) mKNA, 
complete cds, Mus musculus mRNA for 
small GTPase Tc10, complete cds, RAC3, 
RIKEN cDNA 1700008H16 gene, ras 
homolog gene family, member J, ras-like 
protein, ras-related C3 botulinum toxin 
substrate 1 (rho family, small GTP binding 

nmtoin RaM^ 
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778 


4661 


AA899709 


3 


receptor (calcitonin) activity 
modifying protein 3 


receptor (calcitonin) activity modifying 
protein 3 


4001 


10986 


NMJ)53571 


c, I, m, 
General 


regucalcin gene promoter 
region related protein 


Mus musculus, Similar to KIAA0310 gene 
product, clone IMAGE:5066362, mRNA, 
partial cds, regucalcin gene promotor region 
related protein 


3810 


28 


NM_031546 


v, rr 


regucalcin, regucalcin 
(senescence marker protein- 
30) 


regucalcin, regucalcin (senescence marker 
protein-30) 


869 


23451 


AA925243 


i 


restin (Reed-Steinberg cell- 
espressed Intermediate 
filament-associated protein), 
restin (Reed-Steinberg cell- 
expressed intermediate 
filament-associated protein) 


CLIP-170-related protein, EST, Weakly 
similar to restin (Reed-Steinberg cell- 
espressed intermediate filament-associated 
protein); cytoplasmic linker protein 50 [Mus 
musculus] [M.musculus], ESTs, Weakly 
similar to T42720 cytoplasmic linker protein 
CLIP-115 - mouse [M.musculus], RIKEN 
cDNA 1500005P14 gene, RIKEN cDNA 
4631429H07 gene, RIKEN cDNA 
483341 7L20 gene, cytoplasmic linker 2, 
cytoskeleton-associated protein 1, restin 
(Reed-Steinberg cell-espressed 
intermediate filament-associated protein), 
restin (Reed-Steinberg cell-expressed 


2546 


1378 


AI230602 


m 


retinoblastoma-like 2, 
retinoblastoma-like 2 (p130) 


Mus musculus 11 days embryo whole body 
cDNA, RIKEN full-length enriched library, 
clone:2700054A06:retinoblastoma-like 1 
(p107), full insert sequence, retinoblastoma- 
like 1 (p107)rretinoblastoma-like 2, 
retinoblastoma-like 2 (p130) 


3744 


1376 


NM.031094 


a 


retinoblastoma-like 2, 
retinoblastoma-like 2 (p130) 


Mus musculus 1 1 days embryo whole body 
cDNA, RIKEN full-length enriched library, 
done:2700054A06:retinoblastoma-like 1 
(p107), full insert sequence, retinoblastoma- 
like 1 (p107), retinoblastoma-like 2, 
retinoblastoma-like 2 (p1 30) 


3126 


23806 


NM_012733 


t>, qq 


retinol binding protein 1, 
cellular 


ESTs, Weakly similar to RET1JRAT Retinol- 
binding protein I, cellular (Cellular retinol- 
binding protein) (CRBP) [R.norvegicus], 
retinoid binding protein 7, retinol binding 
protein 1, cellular, retinol binding protein 5, 
cellular, retinol binding protein 7, cellular 


2434 


3376 


AI179755 


w 


Rho guanine nucleotide 
exchange factor (GEF) 5 


ESTs, Weakly similar to guanine nucleotide 
regulatory protein [H.sapiens], Rho guanine 
nucleotide exchange factor (GEF) 5 
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3512 


12087 


NM_020082 


d 


ribonuclease, RNase A family 
4, ribonuclease, RNase A 
family, 4 


ESTs, Weakly similar to RNL4_RAT 
Ribonuclease 4 precursor (RNase 4) (RL3) 
[Rnorvegicus], angiogenin, angiogehin 
related protein, angiogenin-like, expressed 
sequence AI385586, ribonuclease, RNase A 
family 4, ribonuclease, RNase A family, 4 . 


3861 


21575 


NM_031698 


XX 

• 


ribophorin II 


EST, Moderately similar to RIB2JHUMAN 
DOLICHYL- 

DIPHOSPHOOLIGOSACCHARIDE- 
PROTEIN GLYCOSYLTRANSFERASE 63 
KDA SUBUNIT PRECURSOR [H.sapiens], 
ESTs, Moderately similar to RIB2_HUMAN 
DOLICHYL- 

DIPHOSPHOOLIGOSACCHARIDE- 
PROTEIN GLYCOSYLTRANSFERASE 63 
KDA SUBUNIT PRECURSOR [H.sapiens], 
ribophorin 2, related sequence 1, ribophorin 
ii 


3736 


11849 


NM_031065 


j, z, General, 
II 


ribosomal protein L10A, 
ribosomal protein L10a 


EST, Moderately similar to R10A MOUSE 
60S RIBOSOMAL PROTEIN L10A 
[M.musculus], ribosomal protein L10A, 
ribosomal protein L10a 


2823 


19112 


AI639157 


w 


ribosomal protein L13 


EST, Moderately similar to JC2368 
ribosomal protein L13, cytosolic [validated] - 
rat [Rnorvegicus], EST, Weakly similar to 
JC2368 ribosomal protein L13, cytosolic 
[validated] - rat [Rnorvegicus], ESTs, Highly 
similar to ribosomal protein L13; 60S 
ribosomal protein L13; breast basic 
conserved protein 1 [Homo sapiens] 
[Ksapiens], ESTs, Moderately similar to 
RL13 MOUSE 60S RIBOSOMAL PROTEIN 
L13 [M.musculus], Homo sapiens cDNA 
FLJ30941 fis, clone FEBRA2007458, 
Human RPL1 3-2 pseudogene mRNA, 
complete cds, ribosomal protein L13 
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3748 


23854 


NMJ)31101 


General 


ribosomal protein L13 


EST, Moderately similar to JC2368 
ribosomal protein L13, cytosoiic [validated] - 
rat [R.norvegicus], EST, Weakly similar to 
JC2368 ribosomal protein L13, cytosoiic 
validated] - rat [Rnorvegiciis], ESTs, Highly 
similar to ribosomal protein L13; 60S 
ribosomal protein L13; breast basic 
conserved protein 1 [Homo sapiens] 
Rsapiens], ESTs, Moderately similar to 
RL13 MOUSE 60S RIBOSOMAL PROTEIN 
L13 [M.musculus], Homo sapiens cDNA 
FU30941 fis, clone FEBRA2007458, 
Human RPL13-2 pseudogene mRNA, 
complete cds, ribosomal protein L13 


3749 


20462 


NM_031102 


h, m 


.ribosomal protein L18 


ESTs, Weakly similar to 60S RIBOSOMAL 
PROTEIN L18 [M.musculus], ribosomal 
protein L18 


3750 


16938 


NM_031103 


ee 


ribosomal protein L19 


EST, Weakly similar to RL19 MOUSE 60S 
RIBOSOMAL PROTEIN L19 [M.musculus], 
ESTs, Weakly similar to RL19JHUMAN 60S 
RIBOSOMAL PROTEIN L1 [M.musculus], 
ESTs, Weakly similar to RL19_HUMAN 60S 
ribosomal protein L1 9 [Rnorvegiois], 
ribosomal protein L1 9 


2235 


12614 


AI175294 


General 


ribosomal protein L21 


EST, Moderately similar to 2113200B 
ribosomal protein L21 [H.sapiens], EST, 
Moderately similar to RL21JRAT 60S 
RIBOSOMAL PROTEIN L21 [R.norvegicus], 
EST, Weakly similar to 21 13200B ribosomal 
protein L21 [H.sapiens], EST, Weakly 
similar to RL21 MOUSE 60S RIBOSOMAL 
PROTEIN L21 [M.musculus], EST, Weakly 
similar to RL21_HUMAN 60S RIBOSOMAL 
PROTEIN L21 [H.sapiens], ESTs, Highly 
similar to 2113200B ribosomal protein L21 
[H.sapiens], ESTs, Highly similar to RL21 
MOUSE 60S RIBOSOMAL PROTEIN L21 
[M.musculus], ESTs, Moderately similar to 
RL21 MOUSE 60S RIBOSOMAL PROTEIN 
L21 [M.musculus], ribosomal protein L21 
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3960 


14928 


NM_053330 


ff, gg, hh 


ribosomal protein L21 


EST, Moderately similar to 2113200B 
ribosomal protein L21 [H.sapiens], EST, 
Moderately similar to RL21_RAT 60S 
RIBOSOMAL PROTEIN L21 [R.norvegicus], 
EST, Weakly similar to 2113200B ribosomal 
protein L21 [H.sapiens], EST, Weakly 
similar to RL21 MOUSE 60S RIBOSOMAL 
PROTEIN L21 [M.musculus], EST, Weakly 
similar to RL21JHUMAN 60S RIBOSOMAL 
PROTEIN L21 [H.sapiens], ESTs, Highly 
similar to 21 1 3200B ribosomal protein L21 
[H.sapiens], ESTs, Highly similar to RL21 
MOUSE 60S RIBOSOMAL PROTEIN L21 
[M.musculus], ESTs, Moderately similar to 
RL21 MOUSE 60S RIBOSOMAL PROTEIN 
L21 [M.musculus], ribosomal protein L21 


3751 


19268 


NM_031104 


gg, hh 


ribosomal protein L22 


ESTs, Highly similar to 60S RIBOSOMAL 
PROTEIN L22 [H.sapiens], RIKEN cDNA 
2700038K18 gene, RIKEN cDNA 
3110001N18 gene, ribosomal protein L22 


4437 


5667 


X58200 


h, U, 

General, ee 


ribosomal protein L23 




3582 


2696 


NM_022515 


z, General, 
ee 


ribosomal protein L24 


Homo sapiens, clone MGC:27044 
IMAGE:4793412, mRNA, complete cds, 
Mus musculus, Similar to 60S ribosomal 
protein L30 isolog, clone MGC:6735 
JMAGE:359Q401 , mRNA, complete cds, 
ribosomal Drotein L24 


3582 


2697 


NM_022515 


ee, i! 


ribosomal protein L24 


Homo sapiens, clone MGC:27044 
IMAGE:4793412, mRNA, complete cds, 
Mus musculus, Similar to 60S ribosomal 
protein L30 isolog, clone MGC:6735 
IMAGE:3590401 , mRNA, complete cds, j 
ribosomal Drotein L24 


3581 


3027 


NM_022514 


h, w, ee, II, 

qq 


ribosomal protein L27 


ribosomal protein L27 


3617 


17729 


NM.022697 


h, v,x 


ribosomal protein L28 


ribosomal protein L28 


2487 


18612 


AI228624 


a, c, e f kk 


ribosomal protein L29 


EST, Moderately similar to RL29JHUMAN 
60S RIBOSOMAL PROTEIN L29 
[H.sapiens], EST, Moderately similar to 
RL29_RAT 60S RIBOSOMAL PROTEIN 
L29 (P23) [R.norvegicus], ESTs, Highly 
similar to S65784 ribosomal protein L29, 
cytosolic [H.sapiens], ribosomal protein L29 
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3338 


5351 


NMJ>17150 




ribosomal protein L29 


EST, Moderately similar to RL29_HUMAN 
60S RIBOSOMAL PROTEIN L29 
[H.sapiens], EST, Moderately similar to 
RL29_RAT 60S RIBOSOMAL PROTEIN 
L29 (P23) [R.norvegicus], ESTs, Highly 
similar to S65784 ribosomal protein L29, 
cytosolic [H.sapiens], ribosomal protein L29 


4437 


18611 


X58200 


h, I, General, 
ee 


ribosoma! protein L29 


EST, Moderately similar to RL29J-IUMAN 
60S RIBOSOMAL PROTEIN L29 
H.sapiens], EST, Moderately similar to 
RL29JRAT 60S RIBOSOMAL PROTEIN 
L29 (P23) [R.norvegicus], ESTs, Highly 
similar to S65784 ribosomal protein L29, 
cytosolic [H.sapiens], ribosomal protein L29 


3576 


1347 


NM_022506 


h,l 


ribosomal protein L31 


EST, Weakly similar to RL31_HUMAN 60S 
RIBOSOMAL PROTEIN L3 [R.norvegicus], 
ESTs, Highly similar to RL31J-IUMAN 60S 
RIBOSOMAL PROTEIN L3 [M.musculus], 
RIKEN cDNA 1700034M11 gene, ribosomal 
Drotein L31 


3516 


15335 


NM.021264 


General, kk 


ribosomal protein L35a 




1354 


22748 


AI009786 


gg, hh 


ribosomal protein L41 


ESTs, Highly similar to YZA1JHUMAN 
HYPOTHETICAL PROTEIN [H.sapiens], 
ribosomal protein L41 


4445 


15875 


X62145 


ee, gg, hh 


ribosomal protein L8 


EST, Highly similar to RL8JHUMAN 60S 
ribosomal protein L8 [R.norvegicus], EST, 
Weakly similar to JN0923 ribosomal protein 
L8, cytosolic [H.sapiens], ESTs, Highly 
similar to R5RTL8 ribosomal protein L8, 
cytosolic [validated] - rat [Rnorvegicus], 
ESTs, Highly similar to RL8JHUMAN 60S 
RIBOSOMAL PROTEIN L [M.musculus], 
ESTs, Moderately similar to RL8_HUMAN 
60S RIBOSOMAL PROTEIN L 
[M.musculus], expressed sequence 

Al HOAOOU, rlhncrkmal nrntoin I P 


4445 


25718 


X62145 


c, cc. 


ribosomal protein L8 




4429 


20427 


X53378 


General, II 


ribosomal protein S13 


ESTs, Moderately similar to RS13JHUMAN 
40S RIBOSOMAL PROTEIN S13 
[H.sapiens], ribosomal protein S13 


3611 


17567 


NM.022672 


h, gg. hh 


ribosomal protein S14 


EST, Weakly similar to JE0129 ribosomal 
protein S14 - mouse [M.musculus], ESTs, 
Highly similar to JE0129 ribosomal protein 
S14 - mouse [M.musculus], expressed 
sequence AL023078, ribosomal protein S14 
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cert 

lb 

NO. 


bLuv 
ID NO. 


GeriBank 
Acc. or 

D n f Oan 111 

Keioeq ID 

No. . 


Model Code 


Human Homologous Gene 
Name ..i^ 


Human Homologous Cluster Title , 


3339 


16953 


NM_017151 


h, II 


ribosomal protein S15 


EST, Moderately similar to R3HU1 5 
ribosomal protein SI 5, cytosolic [H.sapiens], 
ESTs, Highly similar to RS15.HUMAN 40S 
RIBOSOMAL PROTEIN S15 [M.musculus], 
ribosomal protein S15 


3339 


16954 


NM.017151 


bb,gg,hh 


ribosomal protein S15 


EST, Moderately similar to R3HU15 
ribosomal protein S15, cytosolic [H.sapiens], 
ESTs, Highly similar to RS15_HUMAN 40S 
RIBOSOMAL PROTEIN S15 [M.musculus], 
ribosomal protein S15 


3339 


16955 


NM.017151 


e 


ribosomal protein S15 


EST, Moderately similar to R3HU1 5 
nbosomal protein S15, cytosolic [H.sapiens], 
ESTs, Highly similar to RS15_HUMAN 40S 
RIBOSOMAL PROTEIN S15 [M.musculus], 
ribosomal protein S15 


3340 


21643 


NM_017152 


u, General, 
ee, II 


nbosomal protein S17 


ESTs, Weakly similar to RS17J-IUMAN 40S 
RIBOSOMAL PROTEIN S1 [H.sapiens], 
ribosomal protein S17 


4424 


20872 


X51707 


h 


ribosomal protein S19 


EST, Moderately similar to R3RT1 9 
ribosomal protein SI 9, cytosolic [validated] - 
rat [R.norvegicus], EST, Weakly similar to 
RS19_HUMAN 40S RIBOSOMAL PROTEIN 
S19fH.saDiensl 


3266 


10499 


NM_013184 


r,ii 


ribosomal protein S23 


ESTs, Highly similar to 40S RIBOSOMAL 
PROTEIN S23 {H.sapiens], ESTs, Weakly 
similar to ribosomal protein S23 [Rattus 
norvegicus] [R.norvegicus], Mus musculus, 
Similar to mitochondrial ribosomal protein 
S12, clone MGC:13892 IMAGE:4209358, 
mRNA, complete cds, mitochondrial 
ribosomal protein S12, ribosomal protein 


4130 


10498 


NMJ78617 


w,y 


ribosomal protein S23 


ESTs, Highly similar to 40S RIBOSOMAL 
rKUitiN oco [H.sapiens], bo is, weaKiy 
similar to ribosomal protein S23 [Rattus 
norvegicus] [Rnorvegicus], Mus musculus, 
Similar to mitochondrial ribosomal protein 
S12, clone MGC:13892 IMAGE:4209358, 
mRNA, complete cds, mitochondrial . 
ribosomal protein S12, ribosomal protein 
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SEQ ( 
ID - I 
NO. 


3LGC < 
D NO. > 
I 

i 


BenBank I 
\cc. or 
tefSeq ID 
to. 


i/Iodel Code 1 


Human Homologous Gene 1 
tome 


Human Homologous Cluster Title : 


3757 ; 


24615 I 


WIJJ31112 < 


3eneral I 


ibosomal protein S24 i 

i 


EST, Weakly similar to JH0213 ribosomal 
Drotein S24, cytosolic [H.sapiens], EST, 
Weakly similar to RS24JHUMAN 40S 
RIBOSOMAL PROTEIN S24 [M.musculus], 
ESTs, Highly similar to JH0213 ribosomal 
protein S24, cytosolic [H.sapiens], ribosomal 
DroteinS24 


4422 


10819 


X51536 


h,k 


ribosomal protein S3 


EST, Moderately similar to RS3_MOUSE 
40S ribosoma! protein S3 [R.norvegicus], 
EST, Weakly similar to RS3 J/IOUSE 40S 
ribosomal protein S3 [R.norvegicus], ESTs, 
Highly similar to RS3JWOUSE 40S 
ribosomal protein S3 [Rnorvegicus], ESTs, 
Moderately similar to RS3_HUMAN 40S 
RIBOSOMAL PROTEIN S [H.sapiens], 
ESTs, Weakly similar to RS3 MOUSE 40S 
RIBOSOMAL PROTEIN S3 [M.musculus], 
hypothetical protein FLJ11252, hypothetical 
protein FLJ23059, myo-inositol 1-phosphate 
synthase A1, ribosomal protein S3 


AAOO 


ZOOOD 


X51536 


z, General 


ribosomal protein S3 




3341 


1694 


NNL017153' 


h.z, 

General, ee 


ribosomal protein S3A, 
ribosomal protein S3a 


EST, Weakly similar to JC4662 ribosomal 
protein S3a, cytosolic [H.sapiens], EST, 
Weakly similar to RS3A MOUSE 40S 
RIBOSOMAL PROTEIN S3A [M.musculus], 
ESTs, Highly similar to RS3A_HUMAN 40S 
RIBOSOMAL PROTEIN S3 [H.sapiens], 
ribosomal protein S3A, ribosomal protein 
S3* 


4416 


15652 


X14210 


h, gg, hh 


ribosomal protein S4, X-iinked 




4439 


25702 


X58465 


I 


ribosomal protein S5 


EST, Moderately similar to 21 13200E 
ribosomal protein S5 [H.sapiens], EST, 
Weakly similar to 2113200E ribosomal 
protein S5 [H.sapiens], ribosomal protein S5 


4439 


10109 


X58465 


h, I, ee, II 


ribosomal protein S5 


EST, Moderately similar to 21 13200E 
ribosomal protein S5 [H.sapiens], EST, 
Weakly similar to 2113200E ribosomal 
protein S5 [H.sapiens], ribosomal protein S5 
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SEQ 

ID 

Nd 
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GenBank 
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RefSeq ID 
No. 
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Human Homologous Gene 
Name ■ -: r ; v 


Human Homologous Cluster Title : 


3345 


17105 


NM_017160 


ee 


ribosomal protein S6 


EST, Moderately similar to R3HU6 
ribosomal protein S6, cytosolic [H.sapiens], 
EST, Moderately similar to RS6_HUMAN 
40S RIBOSOMAL PROTEIN S6 [H.sapiens], 
EST, Weakly similar to R3HU6 ribosomal 
protein S6, cytosolic [H.sapiens], ESTs, 
Highly similar to RS6_HUMAN 40S 
RIBOSOMAL PROTEIN S6 [H.sapiens], 
ESTs, Weakly similar to RS6JHUMAN 40S 
RIBOSOMAL PROTEIN S6 [H.sapiens], 
ribosomal protein S6 


3816 


9620 


NM.031570 


h, General, II 


ribosomal protein S7 


EST, Moderately similar to JC4388 
ribosomal protein S7, cytosolic [H.sapiens], 
EST, Weakly similar to RS7JHUMAN 40S 
RIBOSOMAL PROTEIN S7 [M.musculus], 
EST, Weakly similar to RS7JHUMAN 40S 
ribosomal protein S7 (S8) [R.norvegicus], 
ESTs, Highly similar to JC4388 ribosomal 
protein S7, cytosolic [H.sapiens], ESTs, 
Highly similar to RS7.HUMAN 40S 
RIBOSOMAL PROTEIN S7 [H.sapiens], 
ESTs, Moderately similar to RS7_HUMAN 
40S RIBOSOMAL PROTEIN S7 [H.sapiens], 

r?ho«?ornol rnv>to«n _97 


3816 


9621 


NMJ)31570 


General, rr 


ribosomal protein S7 


EST, Moderately similar to JC4388 
ribosomal protein S7, cytosolic [H.sapiens], 
EST, Weakly similar to RS7_HUMAN 40S 
RIBOSOMAL-PROTEIN S7 [M.musculus], 
EST, Weakly simflar to RS7__HUMAN 40S 
ribosomal protein S7 (S8) [R.norvegicus], 
ESTs, Highly similar to JC4388 ribosomal 
protein S7, cytosolic [H.sapiens], ESTs, 
Highly similar to RS7J-IUMAN 40S 
RIBOSOMAL PROTEIN S7 [H.sapiens], 
ESTs, Moderately similar to RS7JHUMAN 
40S RIBOSOMAL PROTEIN S7 [H.sapiens], 

rihneomol ornfoln C7 


3866 


16204 


NM.031706 


I, x, General 


ribosomal protein S8 


EST, Weakly similar to 40S RIBOSOMAL 
PROTEIN S8 [M.musculus], ESTs, Highly 
similar to S25022 ribosomal protein S8, 
cytosolic [H.sapiens], ESTs, Moderately 
similar to RS8_HUMAN 40S RIBOSOMAL 
PROTEIN S [H.sapiens], RIKEN cDNA 
1 1 1 0008PO8 aene. ribosomal orotein SB 
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NO. 
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\cc. or 
RefSeqID 
Mo. 


Model Code 1 
1 


Human Homologous Gene f 

tome.. 


Human Homologous Cluster Title 


3886 


1 5647 I 


MMJM1773 


.y " 


RNA polymerase 1-2 (128 kDa I 
iubunit), similar to DNA- I 
iirected RNA polymerase I 
(135 kDa) 

. 


EST, Weakly similar to T42723 probable 
DNA-directed RNA polymerase (EC 2.7.7.6) 
second largest chain - mouse 
M.musculus], ESTs, Weakly similar to RNA 
polymerase I (127 kDa subunit) [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to T42723 probable DNA-directed 
RNA polymerase (EC 2.7.7.6) I second 
largest chain - mouse [M.musculus], RIKEN 
cDNA 2700078H01 gene, RNA polymerase 
1-2 (128 kDa subunit), polymerase (RNA) II 
(DNA directed) polypeptide B (140kD), 
similar to DNA-directed RNA polymerase I 
(135 kDa) 


3412 


1630 


NM_017325 


qq, w 


runt related transcription factor 
1, runt-related transcription 
factor 1 (acute myeloid 
leukemia 1 ; aml1 oncogene) 


AML1=AML1 {alternatively spliced, exons 5 
and b} [human, mRNA Partial, 284 nt], EST, 
Weakly similar to RUN1_RAT Runt-related 
transcription factor 1 (Core-binding factor, 
alpha 2 subunit) (CBF-alpha 2) (Acute 
myeloid leukemia 1 protein) (Oncogene 
AML-1) (Polyomavirus enhancer binding 
protein 2 alpha B subunit) (PEBP2-alpha B) 
(PEA2-alpha B) [R.norvegicus], ESTs, 
Highly similar to A48233 polyomavirus 
enhancer-binding protein 2 alpha chain type 
1 - mouse [M.musculus], runt related 
transcription factor 1, runt-related 
transcriptioriTactor 1 (acute myeloid 
leukemia 1; aml1 oncogene) 


66 


18060 


AA799735 


c,j, q,x 


RuvB-like 1 (E. coli), RuvB-like 
protein 1 


Homer, neuronal immediate early gene, 1B, 
homer, neuronal immediate early gene, 1 


66 


18061 


AA799735 


dd, oo 


RuvB-like 1 (E. coli), RuvB-like 
protein 1 


Homer, neuronal immediate early gene, 1B, 
homer, neuronal immediate early gene, 1 


3867 


18055 


NMJ)31707 


nn 


RuvB-like 1 (E. coli), RuvB-like 
protein 1 


Homer, neuronal immediate early gene, 1B, 
homer, neuronal immediate early gene, 1 


3867 


18056 


NMJ31707 


c 


RuvB-like 1 (E. coli), RuvB-like 
protein 1 


Homer, neuronal immediate early gene, 1B, 
homer, neuronal immediate early gene, 1 


4311 


1382 


NMJ47177 


c, e, dd 


RuvB-like 1 (E. coli), RuvB-like 
protein 1 


i Homer, neuronal immediate early gene, 1B, 
homer, neuronal immediate early gene, 1 
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No. ■ 
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M a me . 
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4335 


1471 


S68809 


e 


S100 calcium binding protein 
A1 


ESTs, Weakly similar to S10A MOUSE S- 
100 PROTEIN, ALPHA CHAIN 
[M.musculus], S100 calcium binding protein 
A1, S100 calcium binding protein A11 
(calizzarin), S100 calcium binding protein P, 
S100Z protein, expressed sequence 
APR6795 


3758 


19040 


NMJ>31114 


qq,w 


S100 calcium binding protein 
A10 (annexin II ligand, 
calpactin I, light polypeptide 
(p11)), S1 00 calcium binding 
protein A10 (calpactin) 


EST, Moderately similar to S110_RAT 
Calpactin I light chain (P10 protein) (P11) 
i Cellular ligand of annexin II) (Nerve growth 
factor induced protein 42C) [R.norvegicus], 
S100 calcium binding protein A10 (annexin 
II ligand, calpactin I, light polypeptide (p11)), 
S100 calcium binding protein A10 
totnantin) 


2552 


13618 


AI230724 


kk,tt 


SAC1 (supressorofactin 
mutations 1 , homolog)-Iike (S. 
cerevisiae), SAC1 suppressor 
of actin mutations 1-like 
(veasti 




4052 


3677 


NM.053798 


X 


SAC1 (supressorofactin 
mutations 1, homo!og)-like (S. 
cerevisiae), SAC1 suppressor 
of actin mutations 1-like 
fveasft 




3359 


20779 


NMJH7201 


u 


S-adenosylhomocysteine 
hydrolase 


Mus musculus, S-adenosylhomocysteine 
hydrolase-like 1, done MGC: 18748 
IMAGE:4007102, mRNA, complete cds, S- 
adenosylhoraocysteine hydrolase, S- 
adenosylhomocysteine hydrolase, related 
sequence 3, expressed sequence 
AIQ2411Q 


3710 


15682 


NM_031011 


a 


S-adenosylmethionine 
decarboxylase 1 


S-adenosylmethionine decarboxylase 1, S- 
adenosylmethionine decarboxylase 2 


3710 


15683 


NM_031011 


kk, oo 


S-adenosylmethionine 
decarboxylase 1 


S-adenosylmethionine decarboxylase 1, S- 
adenosylmethionine decarboxylase 2 


3664 


4655 


NM_024346 


u 


Scgn10 like-protein, stathmin- 
like 3 


Scgn10 like-protein^ stathmin-Iike 3 


o 1UU 


a anon 


INIVI_U IZDOD 


c, cc 


secreieu aciuic cysteine nun 
glycoprotein, secreted protein, 
acidic, cysteine-rich 
(osteonectin) 


btJutcitju duiuic uybicinu ncn giycopiuimn, 
secreted protein, acidic, cysteine-rich 
(osteonectin) 


1206 


3364 


AA998097 


General 


selenium donor protein 


Homo sapiens cDNA FLJ30444 fis, clone 
BRACE2009235, Homo sapiens, clone ! 
1MAGE:4293510, mRNA, partial cds, 
expressed sequence AA589574, selenium 
donor protein, selenophosphate synthetase 
2 
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2537 


4280 


AI230247 


c, v, General 


selenoprotein P, plasma, 1 


selenoprotein P, plasma, 1 


3166 


4282 


NMJ)12883 


IT 


selenoprotein P, plasma, 1, 
sulfotransferase, estrogen 
preferring, sulfotransferase, 
estroaen-Dreferrina 


selenoprotein P, plasma, 1, 
sulfotransferase, estrogen preferring, 
sulfotransferase, estrogen-preferring 


3213 


17894 


NMJM3027 


V 


selenoprotein W, 1, 
selenoprotein W, muscle 1 


ESTs, Weakly similar to SELW MOUSE 
SELENOPROTEIN W [M.musculus], 
selenoprotein W, 1, selenoprotein W, 
muscle 1 


3017 


21399 


M36410 


General 


sepiapterin reductase, 
sepiapterin reductase (7,8- 
dihydrobiopterin:NADP+ 
oxidoreductase) 


ESTs, Highly similar to A36024 sepiapterin 
reductase (EC 1.1.1.153) -rat 
[R.norvegicus], sepiapterin reductase, 
sepiapterin reductase (7,8- 
dihvdrobioDterin:NADP+ oxidoreductase} . 


3017 


21400 


M36410 


n, x, 

General, dd, 
ee 


sepiapterin reductase, 
sepiapterin reductase (7,8- 
dihydrobiopterin:NADP+ 
oxidoreductase) 


ESTs, Highly similar to A36024 sepiapterin 
reductase (EC 1 .1 .1 .1 53) - rat 
[R.norvegicus], sepiapterin reductase, 
sepiapterin reductase (7,8- 
dihvdrobioDterin:NADP+ oxidoreductase) 


3585 


25681 


NM.022519 


r 


serine (or cysteine) proteinase 
inhibitor, clade A (alpha-1 
antiproteinase, antitrypsin), 
member 1 




3585 


4212 


NMJ)22519 


e 


serine (or cysteine) proteinase 
inhibitor, clade A (alpha-1 
antiproteinase, antitrypsin), 
member 1 




3585 


4213 


NM_022519 


ee 


serine (or cysteine) proteinase 
inhibitor, clade A (alpha-1 
antiproteinase, antitrypsin), 
member 1 


i 


1753 


16058 


A1071490 


General, w 


serine palmitoyltransferase, 
long chain base subunit 2 


serine palmitoyltransferase, long chain base 
subunit 2 


3450 


19241 


NM_019206 


1, y, General 

qq 


serine/threonine kinase 10 


Homo sapiens CTCL tumor antigen se20-9 
mRNA, complete cds, Ste20-related 
serine/threonine kinase, serine/threonine 
kinase 10 
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3456 


20433 


NMJM9232 


tt,xx 


serum/glucocorticoid regulated 
kinase 


EST, Weakly similar to SGK.RAT 
Serine/threonine-protein kinase Sgk . 
(Serum/glucocorticoid-regulated kinase) 
[R.norvegicus], Mus musculus, hypothetical 
protein MGC1 1 287 similar to ribosomal 
protein S6 kinase „ clone MGC:38756 
IMAGE:5358742, mRNA, complete cds, 
RIKEN cDNA 1 190006F07 gene, 
serine/threonine protein kinase CISK, 
serum/glucocorticoid regulated kinase, 
serum/glucocorticoid regulated kinase 2, 
serum/glucocorticoid regulated kinase-like 


3902 


2655 


NMJ331821 


!, kk, nn, tt 


serum-inducible kinase 


ESTs, Highly similar to SNK_RAT 
Serine/threonine-protein kinase SNK 
(Serum inducible kinase) [R.norvegicus], 
ESTs, Weakly similar to SNK MOUSE 
SERINE/THREONINE-PROTEIN KINASE 
SNK [M.musculus], ESTs, Weakly similar to 
SNK_RAT Serine/threonine-protein kinase 
SNK (Serum inducible kinase) 
[R.norvegicus], Homo sapiens cDNA 
FLJ30246 fis, clone BRACE2002202, 
weakly similar to SERINE/THREONINE- 
PROTEIN KINASE SNK (EC 2.7.1 .-), NIMA 
(never in mitosis gene a)-related expressed 
kinase 1 , NIMA (never in mitosis gene a)- 
related kinase 4, serum-inducible kinase 


497 


15342 


AA875172 


k 


SH3-domain kinase binding 
protein 1 


Arg/Abl-interacting protein ArgBP2, EST, 
Weakly similar to JC5583 85K SH3 domain- 
containing proline-rich protein - mouse 
[M.musculus], ESTs, Moderately similar to 
Arg/Abl-interacting protein ArgBP2 [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to JC5583 85K SH3 domain- 
containing proline-rich protein - mouse 
[M.musculus], RIKEN cDNA 2010203003 
gene, Rac/Cdc42 guanine nucleotide 
exchange factor (GEF) 6, SH3-domain 
kinase binding protein 1 , sorbin and SH3 


3214 


1734 


NMJM3028 


00 


short stature homeobox 2 


ES cell derived homeobox, short stature 
homeobox, short stature homeobox 2 


3872 


3548 


NM_031723 


U, WW 


signal peptidase complex 
(18kD) 




3872 


3549 


NM_031723 


r.tt 


signal peptidase complex 
(18kD) 
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3358 


9124 


NM_017199 

• 


■ 

i 


signal sequence receptor, 
delta, signal sequence 
receptor, delta (translocon- 
associated protein delta) 


EST, Moderately similar to SSRD_RAT 
TRANSLOCON-ASSOCIATED PROTEIN, 
DELTA SUBUNIT PRECURSOR (TRAP- 
DELTA) (SIGNAL SEQUENCE RECEPTOR 
DELTA SUBUNIT) (SSR-DELTA) 
R.norvegicus], EST, Weakly similar to 
SSRDJHUMAN TRANSLOCON- \ 
ASSOCIATED PROTEIN, DELTA SUBUNIT 
PRECURSOR [H.sapiens], Mus musculus, 
clone IMAGE:4038523, mRNA, partial cds, 
signal sequence receptor, delta, signal 
sequence receptor, delta (translocon- 
associated protein delta) 


3358 


9125 


NMJ)17199 


u f dd, ii, ll 


signal sequence receptor, 
delta, signal sequence 
receptor, delta (translocon- 
associated protein delta) 


EST, Moderately similar to SSRDJRAT 
TRANSLOCON-ASSOCIATED PROTEIN, 
DELTA SUBUNIT PRECURSOR (TRAP- 
DELTA) (SIGNAL SEQUENCE RECEPTOR 
DELTA SUBUNIT) (SSR-DELTA) 
[R.norvegicus], EST, Weakly similar to 
SSRDJHUMAN TRANSLOCON- 
ASSOCIATED PROTEIN, DELTA SUBUNIT 
PRECURSOR [H.sapiens], Mus musculus, 
clone IMAGE:4038523, mRNA, partial cds, 
signal sequence receptor, delta, signal 
sequence receptor, delta (translocon- 
associated protein delta) 


3358 


9126 


NM_017199 


g 


signal sequence receptor, 
delta, signal sequence 
receptor, delta (translocon- 
associated protein delta) 


EST, Moderately similar to SSRDJRAT 
TRANSLOCON-ASSOCIATED PROTEIN, 
DELTA SUBUNIT PRECURSOR (TRAP- 
DELTA) (SIGNAL SEQUENCE RECEPTOR 
DELTA SUBUNIT) (SSR-DELTA) 
[R.norvegicus], EST, Weakly similar to 
SSRDJHUMAN TRANSLOCON- 
ASSOCIATED PROTEIN, DELTA SUBUNIT 
PRECURSOR [H.sapiens], Mus musculus, 
clone IMAGE:4038523, mRNA, partial cds, 
signal sequence receptor, delta, signal 
sequence receptor, delta (translocon- 
associated protein delta) 
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rluman Homologous Cluster Title 


1241 


3081 


AA999171 


Genera! 


signal transducer and activator 
of transcription 1 , signal 
transducer and activator of 
transcription 1,91 kD 


expressed sequence AA408197, signal 
transducer and activator of transcription 1, 
signal transducer and activator of 
transcription 1, 91 kD, signal transducer and 
activator of transcription 2, signal transducer 
and activator of transcription 2, 1 13kD, 
signal transducer and activator of 
transnrintion 4 


3558 


1914 


NMJ)22380 


g 


signal transducer and activator 
of transcription 5B 


signal transducer and activator of 
transcription 5B, signal transducer and 
activator of transcription 6, interleukin-4 
nduced 


3641 


15727 


NMJ)22953 


g 


slit homolog 1 (Drosophila) 


EST, Highly similar to T42626 secreted 
leucine-rich repeat-containing protein SLIT2 
mouse (fragment) [M.musculus], ESTs, 
Weakly similar to hypothetical protein 
MGC7599; clone MGC:7599 [Mus 
muscuius] [M.musculus], ESTs, Weakly 
similar to integral membrane glycoprotein 
[Mus muscuius] [M.musculus], ESTs, 
Weakly similar to ALS MOUSE INSULIN- 
LIKE GROWTH FACTOR BINDING 
PROTEIN COMPLEX ACID LABILE CHAIN 
PRECURSOR [M.musculus], ESTs, Weakly 
similar to JG0193 G protein-coupled 
receptor FEX - mouse [M.musculus], ESTs, 
Weakly similar to Slit-1 protein [H.sapiens], 
Mus muscuius, Similar to leucine-rich repeat 
containing 3,~clone MGC:30505 
IMAG&4481142, mRNA, complete cds, 
RIKEN cDNA 9530074E10 gene, slit 
homolog 1 (Drosophila), slit homolog 2 

fnrriQnnhtlfl^ otif hrnnnlnn *K fDrn^nnhilfl^ 


3802 


20448 


NM_031530 


w 


small inducible cytokine A2, 
small inducible cytokine A2 
(monocyte chemotactic protein 
D 


EST, Weakly similar to S07723 immediate- 
early serum-responsive protein JE precursor 
- rat [R.norvegicus], expressed sequence 
AI323594, small inducible cytokine A2, small 
inducible cytokine A24, small inducible 
cytokine subfamily A (Cys-Cys), member 24 


3802 


20449 


NM_031530 


w 


small inducible cytokine A2, 
small inducible cytokine A2 
(monocyte chemotactic protein 
1) 


EST, Weakly similar to S07723 immediate- 
early serum-responsive protein JE precursor 
- rat [R.norvegicus], expressed sequence 
AI323594, small inducible cytokine A2, small 
inducible cytokine A24, small inducible 
cytokine subfamily A (Cys-Cys), member 24 


3211 


208 


NM 013025 


w 


small inducible cytokine A3 





03065993A2 J _> 



WO 03/065993 



PCT/US03/03482 . 



378 



TABLE 2 








' Attorney Docket No. 44921 -51 1 3W0 
V" V** Document No. 1926271 2 


SEQ 

ID 

NO. 


GLGC, 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name ; , r > , 
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■ . y :: : • 


3856 


2327 


NM_031683 


II 


SMC (structural maintenance 
of chromosomes 1)-like 1 (S. 
cerevisiae), SMC1 structural 
maintenance of chromosomes 
1-like 1 (yeast) 


ESTs, Weakly similar to segregation of 
mitotic chromosomes b; SMC (segregation 
of mitotic chromosomes 1)-like 1 (yeast) 
Rattus norvegicus] [R.norvegicus], ESTs, 
Weakly similar to I54383 chromosome 
segregation protein smd [H.sapiens], 
RIKEN cDNA C030018L16 gene, SMC 
structural maintenace of chromosomes 1)- 
like 2 (S. cerevisiae), SMC (structural 
maintenance of chromosomes 1)-like 1 (S. 
cerevisiae), SMC1 structural maintenance of 
chromosomes 1-like 1 (yeast), SMC4 

<*tnirtiiral maintpnannp of rhromnsnmps 4- 

OU UOLUI Ql 1 1 1 all KOI lul IOC Ui vl 11 \J\ 1 IUOUI 1 ICO i 


3759 


1579 


NMJ331117 


C, 00, WW 


SNRPN upstream reading 
frame 


RIKEN cDNA 2410045101 gene, SNRPN 
upstream reading frame, small nuclear 
ribonucleoprotein B, small nuclear 
ribonucleoprotein N, small nuclear 
ribonucleoprotein polypeptide N, small 
nuclear ribonucleoprotein polypeptides B 
and B1 


3397 


20579 


NM_017288 


u 


sodium channel, voltage- 
gated, type I, beta polypeptide 


Mus musculus brain and heart sodium 
channel beta 3 subunit mRNA, complete 
cds, sodium channel beta 3 subunit, sodium 
channel, voltage-gated, type I, beta 
DolvoeDtide 


3265 


24490 


NM.013178 


s, cc 


sodium channel, voltage- 
gated, type IV, alpha 
polypeptide 


EST, Highly similar to CIN4_RAT Sodium 
channel protein, skeletal muscle alpha- 
subunit (MU=1) [Rnorvegicus], ESTs, Highly 
similar to voltage gated Na channel Scn8a 
[M.musculus], ESTs, Moderately similar to 
voltage gated Na channel Scn8a 
[M.musculus], Mus musculus adult male 
hypothalamus cDNA, RIKEN full-length 
enriched library, c!one:A230108N10:sodium 
channel, voltage-gated, type II, alpha 
polypeptide, full insert sequence, sodium 
channel, voltage-gated, type IV, alpha 
polypeptide, sodium channel, voltage-gated, 
type VI, alpha polypeptide 


3471 


15763 


NM.019265 


k 


sodium channel, voltage- 
gated, type XI, alpha 
polypeptide 


RIKEN CDNA4921522D01 gene, sodium 
channel, voltage-gated; type XI, alpha 
polypeptide, sodium channel, voltage-gated, 
tvoe XII. aloha DolvoeDtide 
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2978 


21146 


L35558 


gg, hh 


solute carrier family 1 
(neuronal/epilhelial high 
affinity glutamate transporter, 
system Xag), member 1 , 
solute carrier family 1 , member 
1 


ESTs, Weakly similar to EAA3_RAT 
Excitatory amino acid transporter 3 (Sodium- 
dependent glutamate/aspartate transporter 
3) (Excitatory amino-acid carrier 1) 
[R.norvegicus], Mus musculus adult male 
testis cDNA, RIKEN full-length enriched 
library, clone:4931 41 3K05:solute carrier 
family 1 , member 1 , full insert sequence, 
Rattus norvegicus mRNA for sodium- 
dependent neutral amino acid transporter, 
ASCT2, solute carrier family 1 
(neuronal/epithelial high affinity glutamate 
transporter, system Xag), member 1, solute 
carrier family 1, member 1, solute carrier 


3896 


2114 


NMJ31798 


u, kk 


solute carrier family 12 
(sodium/potassium/chloride 
transporters), member 2, 
solute carrier family 12, 
member 2 


Mus musculus strain ILS K-Ci cotransporter 
(Slc12a5) mRNA, complete cds, cation- 
chloride cotransporter 6, cation-chloride 
cotransporter 9, cation-chloride 
cotransporter-interacting protein 1, solute 
carrier family 12 (sodium/potassium/chloride 
transporters), member 2, solute carrier 
family 12, member 2 


3485 


235 


NMJ)19347 


ii 


solute carrier family 14 (urea 
transporter), member 2 


solute carrier family 14 (urea transporter), 
member 2 


3851 


24881 


NM_031663 


PP 


solute carrier family 18 
(vesicular acetylcholine), 
member 3, solute carrier family 
18 (vesicular monoamine), 
member 3 


Mus musculus, Similar, to solute carrier 
family 18 (vesicular monoamine), member 
1, clone MGC:-28683 1MAGE:4239930, 
mRNA, complete cds, solute carrier family 
1 8 (vesicular acetylcholine), member 3, . 
solute carrier family 18 (vesicular 
monoamines, member 3 


4240 


16248 


NM J 38827 


t, mm 


solute carrier family 2 
(facilitated glucose 
transporter), member 1 


Mus musculus, clone MGC:8298 
IMAGE:3593581, mRNA, complete cds, 
solute carrier family 2 (facilitated glucose 
transporter), member 1 


4240 


16249 


NM_1 38827 


P.ff 


solute carrier family 2 
(facilitated glucose 
transporter), memoer 1 


Mus musculus, clone MGC:8298 
IMAGE:3593581, mRNA, complete cds, 
solute carrier family 2 (facilitated glucose 
transporter), member 1 


4240 


16250 


NM J 38827 


mm 


solute carrier family 2 
(facilitated glucose 
transporter), member 1 


Mus musculus, clone MGC:8298 
IMAGE:3593581, mRNA, complete cds, 
solute carrier family 2 (facilitated glucose 
transporter), member 1 


4240 


16251 


NMJ38827 


mm 


solute carrier family 2 
(facilitated glucose 
transporter), member 1 


Mus musculus, clone MGC:8298 
IMAGE:3593581, mRNA, complete cds, 
solute carrier family 2 (facilitated glucose 
transporter), member 1 
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tec. or 
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to. • . 


/lodel Code k 
I 


iuman Homologous Gene 1^ 
teme 


Human Homologous Cluster title 


3165 1 


5872 \ 


slM_012879 t 


)b 5 
t 


solute carrier family 2 \ 
facilitated glucose 1 
ransporter), member 2 i 


=STs, Weakly similar to solute carrier 
amily 2 (facilitated glucose transporter), 
nember 2; liver-type glucose transporter. 
Mus musculus] [M.muscuius], solute carrier 
amily 2 (facilitated glucose transporter), 
nember 2 


3472 


23625 


W_019269 < 




solute carrier family 22 
prganic cation transporter), 1 
member 5 

• 


ESTs, Weakly similar to solute carrier 
family 22 (organic cation transporter), 
member 5; Lstp-like [Mus musculus] 
M.muscuius], ESTs, Weakly similar to 
OCN2 MOUSE ORGANIC 
CATION/CARNITINE TRANSPORTER 2 
[M.muscuius], Homo sapiens OAT4L mRNA 
for organic anion transpoter 4 like protein, 
complete cds, Mus musculus, Similar to 
solute carrier family 22 (organic cation 
transporter)-like 2, clone MGC:25980 
IMAGE:4242162, mRNA, complete cds, 
RIKEN CDNA4921504E14 gene, expressed 
sequence AI987855, solute carrier family 22 
(organic anion/cation transporter), member 
1 1 , solute carrier family 22 (organic cation 
transporter), member 5, solute carrier family 
22 (organic cation transporter), member 9 


4272 


17549 


NMJ39100 


m.ee 


solute carrier family 25 
(mitochondrial carrier; adenine 

niinlpntidp translocatort 

member 3, solute carrier family 
25 (mitochondrial carrier; 
phosphate carrier), member 3 


RIKEN cDNA 363241 0G24 gene, RIKEN 
cDNA 5730438N18 gene, expressed 
sequence W51672, solute carrier family 25 
(mitochondrial carrier, brain), member 14, 
solute carrier family 25 (mitochondrial 
carrier; adenine nucleotide translocator), 
member 3, solute carrier family 25 
(mitochondrial carrier, oxoglutarate carrier), 
member 1 1 , solute carrier family 25 
(mitochondrial carrier; phosphate carrier), 

pnomhor 3 


3874 


17554 


NM_031736 


o, w 


solute carrier family 27 (fatty 
acid transporter), member 2 


EST, Weakly similar to VLCS_HUMAN 
VERY-LONG-CHAIN ACYL-COA 
SYNTHETASE [H.sapiens], ESTs, Weakly 
simiiar to solute carrier family 27 (fatty acid 
transporter), member 2 [Rattus norvegicus] 
[R,norvegicus], Homo sapiens cDNA 
FU23784 fis, clone HEP21238, VLCS-H1 
protein, fatty-acid-Coenzyme A ligase, very 
long-chain 1, hypothetical protein . 
MGC4365, solute carrier family 27 (fatty 
acid transporter), member 2, solute carrier 

- familu-?7.(fath/ acid trancnnrfpri mpmhpr? 
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3857 


20743 


NMJB1684 


dd 


solute carrier family 29 
(nucleoside transporters), 
member 1 


ESTs, Weakly similar to solute carrier 
family 29 (nucleoside transporters), member 
1 [Rattus norvegicus] [R.norvegicus], RIKEN 
cDNA 4933435C21 gene, solute carrier 
family 29 (nucleoside transporters), member 
1 


3476 


20734 


NMJ)19283 


q.z, 

General, jj 


solute carrier family 3 
(activators of dibasic and 
neutral amino acid transport), 
member 2 


solute carrier family 3 (activators of dibasic 
and neutral amino acid transport), member 
2 


3476 


20735 


NMJ)19283 


I. i. q,z, 
General 


solute carrier family 3 
(activators of dibasic and 
neutral amino acid transport), 
member 2 


solute carrier family 3 (activators of dibasic 
and neutral amino acid transport), member 
2 


3627 


180 


NM_022853 


s 


solute carrier family 30 (zinc 
transporter), member 1 




3215 


18078 


NM_013030 


r 


solute carrier family 34 
(sodium phosphate), member 
1 


Rattus norvegicus mRNA for Na+/Pi- 
cotransporter type lie, complete cds, Rattus 
norvegicus mRNA for NaPi-2 alpha, 
complete cds, Solute carrier family 17 
(sodium/hydrogen exchanger), member 2, 
expressed sequence AI649385, solute 
carrier family 34 (sodium phosphate), 
member 1 


455 


16333 


AA866414 


k 


solute carrier family 4 (anion 
exchanger), member 1, solute 
carrier family 4, anion 
exchanger, member 1 
(erythrocyte membrane protein 
band 3, Diego blood group) 


ESTs, Moderately similar to B3AT MOUSE 
BAND 3 ANION EXCHANGE PROTEIN j 
[M.musculus], expressed sequence 
AI503023, solute carrier family 4 (anion 
exchanger),-member 1, solute carrier family 
4, anion exchanger, member 1 (erythrocyte 
membrane protein band 3, Diego blood 
arourri 


3303 


24697 


NMJM7G48 




solute carrier family 4 (anion 
exchanger), member 2, solute 
carrier family 4, anion 
exchanger, member 2 
(erythrocyte membrane protein 
band 3-like 11 


solute carrier family 4 (anion exchanger) , 
member 2, solute carrier family 4, anion 
exchanger, member 2 (erythrocyte 
membrane protein band 3-like 1) 
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Human Homologous Cluster Title 


3216 


313 


NM_013033 


9 


solute carrier family 5 
(sodium/glucose 
cotransporter), member 1 , 
solute carrier family 5, member 
1 


Mus musculus, Similar to solute carrier 
family 5 (sodium/glucose cotransporter), 
member 1 , clone MGC:291 97 
IMAGE:5012356, mRNA, complete cds, 
RIKEN cDNA 201001 3B02 gene, RIKEN 
cDNA 2010104G07 gene, low affinity 
sodium-dependent glucose cotransporter, 
solute carrier family 5 (sodium/glucose 
cotransporter), member 1 , solute carrier 
family 5, member 1 , solute carrier family 5, 
member 3, solute carrier family 5, member 


3242 


24195 


NMJ13111 


f,q 


solute carrier family 7 (cationic 
amino acid transporter, y+ 
system), member 1 


KIAA1613 protein, Mus musculus, clone 
MGC:27672 IMAGE:49 11158, mRNA, 
complete cds, expressed sequence 
AU01 8091 , solute carrier family 7 (cationic 
amino acid transporter, y+ system), member 
1, solute carrier family 7 (cationic amino 
acid transporter, y+ system), member 3 


3242 


24196 


NM_013111 


f. 1, q, z. 
General, dd 


solute carrier family 7 (cationic 
amino acid transporter, y+ 
system), member 1 


KIAA1613 protein, Mus musculus, clone 
MGC:27672 IMAGE:4911158, mRNA, 
complete cds, expressed sequence 
AU018091, solute carrier family 7 (cationic 
amino acid transporter, y+ system), member 
1, solute carrier family 7 (cationic amino 
acid transporter, y+ system), member 3 


4385 


25608 


U53927 


t, ff 


solute carrier family 7 (cationic 
amino acid transporter, y+ 
system), member 2 


ESTs, Weakly similar to cationic amino acid 
transporter-2A [Rattus norvegicus] 
[R.norvegicus], solute carrier family 7 
(cationic amino acid transporter, y+ system), 
member 2 


1961 


17171 


AI105137 


oo, rr 


somatostatin 


EST, Moderately similar to GTK1_RAT 
Glutathione S-transferase, mitochondrial 
(GST 13-13) (Glutathione S-transferase 
subunit 13) (GST class-kappa) 
[R.norvegicus], EST, Weakly similar to 
GTK1_HUMAN GLUTATHIONE S- 
TRANSFERASE, MITOCHONDRIAL (GST 
13-13) (GLUTATHIONE S-TRANSFERASE 
SUBUNIT 13) (GST CLASS-KAPPA) 
(HDCMD47P) [H.sapiens], RIKEN cDNA 
0610025119 gene, glutathione S-transferase 
subunit 13 homolog, somatostatin 


3217 


24809 


NM_013036 


9 


somatostatin receptor 4 


Mus musculus urotensin II receptor mRNA, 
complete cds, somatostatin receptor 4 
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SEQ G 
ID It 
NO. 


LGC G 
)NO. A 

• F 


ipnRank ft 

kcc.br 
»pf<5pn in 

\o. 


lodel Code H 


Oman Homologous Gene h 
ame 


luman Homologous Cluster Title f 

: - ,■ ' \ • - . , e 


3305 1 


877 h 


itiA A4"7nC1 ii 

mjJA 1 UDZ V 


/ s 
s 


UlDUU! ueiiyuiuyciiaoc, l 

orbitol dehydrogenase 1 c 

c 


:STs, Highly similar to A54674 L-iditol 2- 
lehydrogenase IH.sapiens], sorbitol 
lehvdroqenase. sorbitol dehvdroaenase 1 


1667 1 


0138 / 


U059048 r 


n J 


>p3 transcription factor J 


5p3 transcription factor 


3331 1 


6681 r 


4M.017136 r 


,w,jj J 


jqualene epoxidase \ 

I 


Homo sapiens cDNA FLJ30795 fis, clone 
r EBRA2001124, squalene epoxidase 


3331 1 


6682 f 


WL017136 t 


, mm 5 


squalene epoxidase 

I 


Homo sapiens cDNA FLJ30795 fis, clone 
"EBRA2001 124, squalene epoxidase 


3827 ' 


I4542 I 


MM_031596 t 


J ! 


squamous cell carcinoma 
antigen recognised by T cells, 
squamous ceil carcinoma 
antigen recognized by T-cells 
1 




3827 


14543 


MM_031596 




squamous ceii caiuinuuia 
antigen recognised by T cells, 
squamous cell carcinoma 
antigen recognized by T-cells 




1247 


25149 


AB009246 


gg, nn 


stem ceil growin TacitJi, oiem 
cell growth factor; lymphocyte 
secreted C-tvoe lectin 




2946 


20429 


J05035 


t, XX 


steroid 5 alpha-reductase 1, 
steroid-5-alpha-reductase, 
alpha polypeptide i (o-oxo-o 
alpha-steroid delta 4- 
dehvdroaenase atoha 1) 


RIKEN cDNA4930435F02gene, steroid-5- 
aipha-reductase, alpha polypeptide 1 (3-oxa 

R alnha-^tprniri riplta 4-riphvdroaenase 

alpha 1) 


2946 


20430 


J05035 


bb. qq 


steroid 5 alpha-reductase 1 , 
steroid-5-alpha-reductase, 
alpna poiypepuae i ^o-oxo-o 
alpha-steroid delta 4- 
dehvdroaenase alDha 1\ 


RIKEN CDNA4930435F02 gene, steroid-5- 
alpha-reductase, alpha polypeptide 1 (3-oxo- 
5 alnha-stproid delta 4-dehvdrOQenase 
alpha 1) 


4351 


20431 


S81448 


qq.xx 


steroid 5 alpha-reductase 1, 
steroid-5-alpha-reductase, 
aipna poiypepuue i ^o~\jmj *j 
alpha-steroid delta 4- 
dehvdroaenase atoha 1} 


RIKEN cDNA 4930435F02 gene, steroid-5- 
alpha-reductase, alpha polypeptide 1 (3-oxo- 
5 alDha-steroid delta 4-dehvdroqenase 
alpha 1) I 


4228 


16179 


NM_1 38508 


XX 


sterol carrier protein 2, sterol 
carrier protein 2, liver 


EST, Weakly similar to NLTP_HUMAN 
NONSPECIFIC LIPID-TRANSFER 
PROTEIN PRECURSOR [H.sapiens], sterol 
carrier protein 2, sterol carrier protein 2, liver 


4228 


16180 


NM J 38508 


h f 1, Genera 
dd, jj, oo 


I, sterol carrier protein 2, sterol 
carrier protein 2, liver 


EST, Weakly similar to NLTPJHUMAN 
NONSPECIFIC LIPID-TRANSFER 
PROTEIN PRECURSOR [H.sapiens], sterol 
carrier protein 2, sterol carrier protein 2, liver 


4139 


25799 


NMJ)80886 


a, f, n, x, cc 
ff,jj, uu 


, sterol-C4-methyl oxidase-like 


cholesterol 25-hydroxylase, chromosome 5 
open reading frame 4, sterol-C4-methyl 
oxidase-like 
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4139 , 


21842 


MMJ)80886 




sterol-C4-methyl oxidase-like 

_ 


cholesterol 25-hydroxylase, chromosome 5 
open reading frame 4, sterol-C4-methyl 
oxidase-like 


3473 


1412 


NM.019271 


WW 

• 

• 


stress 70 protein chaperone, 
microsome-associated, 60kD, 
stress 70 protein chaperone, 
microsome-associated, 60kD 
human homoloa 


RIKEN cDNA 4933409K03 gene, stress 70 
protein chaperone, microsome-associated, 
60kD 


2960 


17508 


L08814 


e, gg, hh,oo 


structure specific recognition 
protein 1 


ESTs, Weakly similar to S35637 high 
mobility group 1 protein homolog - rat ! 
(fragment) [R.norvegicus], Mus musculus, 
clone IMAGE:4948318, mRNA, partial cds, 
Mus musculus, clone IMAGE:5355658, 
mRNA, structure specific recognition protein 
1 


.886 


17513 


AA925554 


h, u 


succinate dehydrogenase 
complex, subunit A, 
flavoprotein (Fp) 


succinate dehydrogenase complex, subunit 
A, flavoprotein (Fp) 


4153 


17512 


NMJ30428 


w 


succinate dehydrogenase 
complex, subunit A, 
flavoprotein (Fp) 


succinate dehydrogenase complex, subunit 
A, flavoprotein (Fp) 


4042 


18174 


NM_053752 


0 


succinate-CoAligase, GDPr 
forming, alpha subunit 




3904 


4748 


NM.031834 


k, cc, w 


sulfotransferase family 1 A, 
phenol-preferring, member 1, 
sulfotransferase family, 
cytosolic, 1A, phenol- 
preferring, member 1 


Aryl sulfotransferase cytosolic, 1 A, phenol- 
preferring, member 3, RIKEN cDNA 
1 1 1 0030E23 gene, sulfotransferase family 
1A, phenol-preferring, member 1, 
sulfotransferase family, cytosolic, 1A, phenol 
preferring, member 1, sulfotransferase 
family, cytosolic, 1A, phenol-preferring, 
member 2 


3904 


4749 


NMJ)31834 


b, k, I, ii 


sulfotransferase family 1 A, * 
phenol-preferring, member 1, 
sulfotransferase family, 
cytosolic, 1A, phenol- 
preferring, member 1 


Aryl sulfotransferase cytosolic, 1 A, phenol- 
preferring, member 3, RIKEN cDNA 
1 1 1 0030E23 gene, sulfotransferase family 
1A, phenol-preferring, member 1, 
sulfotransferase family, cytosolic, 1 A, phenol 
preferring, member 1, sulfotransferase 
family, cytosolic, 1A, phenol-preferring, 
member 2 


3166 


16301 


NM_012883 


g, w, rr 


sulfotransferase, estrogen 
preferring, sulfotransferase, 
estrogen-preferring 


sulfotransferase, estrogen preferring, 
sulfotransferase, estrogen-preferring 


3304 


20876 


NM_017050 


k,tt 


superoxide dismutase 1, 
soluble, superoxide dismutase 
1, soluble (amyotrophic lateral 
sclerosis 1 (adult)) 


EST, Weakly similar to SODC MOUSE . 
SUPEROXIDE DISMUTASE [M.musculus], 
superoxide dismutase 1 , soluble 
(amyotrophic lateral sclerosis 1 (adult)) 


2724 


21414 


AI235842 


X 


superoxide dismutase 2, 
mitochondrial 
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SEQ 
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No. 
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3636 


18098 


NMJ)22947 


00 


suppressor of K+ transport 
defect 3, suppressor of 
potassium transport defect 3 




3589 


4601 


NM_022524 


g 


sushi-repeat-containing 
protein, sushi-repeat- 
containing protein, X 
chromosome 


ESTs, Weakly similar to down-regulated by 
v-src gene [Rattus norvegicus] 
Rnorvegicus], Homo sapiens rnRNA; cDNA 
DKFZp586N2022 (from clone 
DKF2p586N2022), RIKEN cDNA 
1 1 1 0039C07 gene, RIKEN cDNA 
261 0001 E17 gene, sushi-repeat protein, 
sushkepeat-containing protein, sushi- 

rpnpat-mntalninn hrotfiin X chromnsnmp 


3428 


24785 


NM_019133 


n 


synapsin I 


EST, Weakly similar to A35363 synapsin I 
splice form a [H .sapiens], ESTs, Weakly 
similar to A3041 1 synapsin la - rat 
[Rnorvegicus], ESTs, Weakly similar to 
IRX2_HUMAN IROQUOIS-CLASS 
HOMEODOMAIN PROTEIN IRX-2 
[H.sapiens], ESTs, Weakly similar to SYN1 
MOUSE SYNAPSIN I [M.musculus], Mus 
musculus, clone IMAGE:3992752, rnRNA, 
partial cds, PRO0149 protein, RIKEN cDNA 
1810026J23 gene, RIKEN cDNA 
4933428P19 gene, RIKEN cDNA 
5830475F03 gene, guanine nucleotide 
binding protein (G protein), beta polypeptide 
1-like, haspin, hypothetical protein 
BC007540, hypothetical protein BC011833, 


3439 


1608 


NM_019166 


e 


synaptogyrin 1 


ESTs, Moderately similar to SNG1J3AT 
SYNAPTOGYRIN 1 (P29) [R.norvegicus], 
synaptogyrin 1, synaptogyrin 3, 
svnaDtoQvrin 4 


3487 


1389 


NMJ19350 


9 


synaptotagmin 5, 
synaptotagmin V 


NADPH oxidase-related, C2 domain- 
containing protein, synaptotagmin 12, 
synaptotagmin 5, synaptotagmin V, 
svnaDtotaamin XII 


3212 


1588 


NM_013026 


j, t, mm, ww 


syndecan 1 


syndecan 1 


3212 


1589 


NM 013026 


mm 


syndecan 1 


syndecan 1 


3864 


25652 


NM_031704 


q 


syntaxin 5A 


ESTs, Moderately similar to syntaxin 5a 
[Rattus norvegicus] [R.norvegicus], syntaxin 
5A 


3864 


20718 


NM_031704 


n 


syntaxin 5A 


ESTs, Moderately similar to syntaxin 5a 
[Rattus norvegicus] [R.norvegicus], syntaxin 
5A 


3864 


20719 


NMJ)31704 


b, q, y, dd 


syntaxin 5A 


ESTs, Moderately similar to syntaxin 5a 
[Rattus norvegicus] [R.norvegicus], syntaxin 
5A 


3848 


9427 


NM_031656 


c, kk 


syntaxin 8 
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3848 


9428 


NJM.031656 




syntaxin 8 




3440 


7489 


NMJ019169 


3 


synuclein, alpha, syriuclein, 
alpha (non A4 component of 
amyloid precursor) 


synuclein, alpha, synuclein, alpha (non A4 
component of amyloid precursor) 


435 


23324 


AA859980 


a, c, d.jj 


t-complex 1, t-complex protein 
1 


EST, Moderately similar to S10486 1- 
complex-type molecular chaperone TCP1 
H.sapiens], ESTs, Weakly similar to 
JQ0866 T-complex protein 1 - rat 
Rnorvegicus], chaperonin containing 
TCP1 , subunit 7 (eta), chaperonin subuhit 7 
fetal t-comolex Drotein 1 


435 


18578 


AA859980 


a, c, q.jj.ss 


t-complex 1 , t-complex protein 
1 


EST, Moderately similar to S10486 1- 
complex-type molecular chaperone TCP1 
H.sapiens], ESTs, Weakly similar to 
JQ0866 T-complex protein 1 - rat 
Rnorvegicus], chaperonin containing 
TCP1 1 subunit 7 (eta), chaperonin subunit 7 
fetal t-comDlex Drotein 1 


2939 


26368 


H34047 


jj 


t-complex 1, t-complex protein 
1 


EST, Moderately similar to S10486 1- 
complex-type molecular chaperone TCP1 
[H.sapiens], ESTs, Weakly similar to 
JQ0866 T-complex protein 1 - rat 
[R.norvegicus], chaperonin containing 
TCP1 , subunit 7 (eta), chaperonin subunit 7 
fetel t-comolex protein 1 


3105 


21794 


NMJM2670 


g, m, s 


t-complex 1, t-complex protein 
1 


EST, Moderately similar to S10486 1- 
complex-type molecular chaperone TCP1 
[Ksapiens], ESTs, Weakly similar to 
JQ0866 T-complex protein 1 - rat 
[R.norvegIcus], chaperonin containing 
TCP1, subunit 7 (eta), chaperonin subunit 7 
fetal t-comolex Drotein 1 


3780 


15661 


NMJB1318 


a, b, m, uu, 
w 


t-complex testis expressed 1 , t 
cbmplex-associated-testis- 
expressed 1-like 1 


Homo sapiens, Similar to RIKEN cDNA 
0610012D17 gene, clone MGC:33212 
1MAGE:4830500, mRNA, complete cds, 
RIKEN cDNA 2310075M16 gene, t-complex 
testis expressed 1, t-complex-associated : 
testis-expressed 1-like, t-complex- 
associated-testis-expressed 1-like 1 


3780 


15662 


NM.031318 


m, General 


t-complex testis expressed 1, t 
complex-associated-testis- 
expressed 1-like 1 


■ Homo sapiens, Similar to RIKEN cDNA ! 
061001 2D17 gene, clone MGC:33212 
IMAGE:4830500, mRNA, complete cds, 
RIKEN cDNA 2310075M16 gene, t-complex 
testis expressed 1, t-complex-associated- 
testis-expressed 1 -like, t-complex- 
associated-testis-expressed 1-like 1 
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3780 


15663 


NMJ)31318 


m 


t-complex testis expressed 1, t- 
complex-associated-testis- 
expressed 1-like 1 


!• • ft* ■ rtii/r*t.i .nil a 

Homo sapiens, Similar to RIKEN cDNA 
0610012D17 gene, clone MGC.33212 
IMAGE:4830500, mRNA, complete cds, 
RIKEN cDNA 2310075M16 gene, t-complex 
testis expressed 1, t-complex-associated- 
testis-expressed 1-like, t-complex- i 
associated-testis-expressed 1-like 1 


4367 


25593 


U26310 


k 


tensin 




3500 


24626 


NMJ)19381 


h, x, General 


testis enhanced gene 
transcript testis enhanced 
gene transcript (BAX inhibitor 

n 


RIKEN cDNA 2900002L20 gene, RIKEN 
CDNA4930500J03 gene, RIKEN cDNA 
5031406P05 gene, testis enhanced gene 
transcript (BAX inhibitor 1) 


3024 


24253 


M61142 


s 


thimet oligopeptidase 1 


thimet oligopeptidase 1 


3835 


24235 


NM_031614 


uu 


thioredoxin reductase 1 


thioredoxin reductase 1 , thioredoxin 
reductase 2 


3935 


17474 


NM_032614 


u 


thioredoxin-like 2 


thioredoxin-like 2 


735 


12031 


AA893860 


General 


threonyl-tRNA synthetase 


threonyl-tRNA synthetase 


3111 


5850 


NM.012687 


9 


thromboxane A synthase 1 
(platelet, cytochrome P450, 
subfamily V), thromboxane. A 
synthase 1. platelet, 


thromboxane A synthase 1 (platelet, 
cytochrome P450, subfamily V), 
thromboxane A synthase 1, platelet 


3106 


17117 


NM_012673 


w 


Thy-1 cell surface antigen, 
thymus cell antigen 1 t theta 


Thy-1 cell surface antigen, thymus cell 
antigen 1, theta 


3167 


16870 


NM.012887 


V 


thymopoietin 


ESTs, Highly similar to THPAj-lUMAN 
THYMOPOIETIN ALPHA [H.sapiens], 
RIKEN cDNA 5630400D24 gene, 
thymopoietin 


3167 


16871 


NM_012887 


r, z, ee, oo 


thymopoietin 


ESTs, Highly similar to THPA_HUMAN 
THYMOPOIETIN ALPHA [H.sapiens], 
RIKEN cDNA 5630400D24 gene, 
thymopoietin 


3167 


16872 


NM_012887 


PP 


thymopoietin 


ESTs, Highly similar to THPAJHUMAN 
THYMOPOIETIN ALPHA [H.sapiens], 
RIKEN cDNA 5630400D24 gene, 
thymopoietin 


3515 


20816 


NM_021261 


e, ii, II 


thymosin, beta 10 




3539 


243 


NMJ521989 


ii, rr 


tissue inhibitor of 
metalloproteinase 2 


Homo sapiens mRNA; cDNA 
DKFZp761A0617 (from clone 
DKFZp761A0617), tissue inhibitor of 
metalloproteinase 2 


2306 


17235 


AI176815 


n 


tissue inhibitor of 
metalloproteinase 3, tissue 
inhibitor of metalloproteinase 3 
(Sorsby fundus dystrophy, 
Dseudoinflammatorv) 


tissue inhibitor of metalloproteinase 3, tissue 
inhibitor of metalloproteinase 3 (Sorsby 
fundus dystrophy, pseudoinflammatory) 
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3220 


2667 


NM_013048 


b. h. uu 
"i * *f **** 


tocoDherol (alDha^ transfer 

hV/WL/l Iwl VI 1 U1UMUJ U UIIUIvl 

protein, tocopherol (alpha) 
transfer protein (ataxia 
(Friedreich-like) with vitamin E 
deficiency) 




3544 


23782 


NM_022183 


XX 


topoisomerase (DNA) 11 alpha, 
topoisomerase (DNA) II alpha 
(170kD) 


ESTs, Moderately similar to A40493 DNA 
topoisomerase [H.sapiens], ESTs, Weakly 
similar to topoisomerase (DNA) 11 alpha 
[Rattus norvegicus] [R.norvegicus], 
topoisomerase ^uiNAj ii aipna, 
toooisomerase (DNA) II beta 


3104 


24427 


NM.012669 


pp 


transcription factor 1, 
transcription factor 1, hepatic; 
Lr-D i , nepaiic nuciear lacior 
(HNF1), albumin proximal 
factor 


Homo sapiens, Similar to hypothetical 
protein FU21616, clone MGC:14941 
iiw\oc.oy^f yuo, mruNA, complete cos, 
Mus musculus, clone IMAGE:3490304, 
mRNA, partial cds, hypothetical protein 
rLJZioio, transcription tactor t, 
transcription factor 1 , hepatic; LF-B1, 
hepatic nuclear factor (HNF1), albumin 

nrnvimal far.tnr 


3240 


1885 


NMJ)13103 


1, u,z 


transcription factor 2, 
transcription factor 2, hepatic; 

1 F-R*}' variant hAnatir* niiHoar 
Lj ~DO, vai leal ii iicpailO 1 lUvlcfcil 

factor 


transcription factor 2, transcription factor 2, 
hepatic; LF-B3; variant hepatic nuclear 

i auiui 


3968 


623 


NMJ53369 


ii 


transcription factor 4 


EST, Highly similar to TRANSCRIPTION 
FACTOR 4 [M.musculus], transcription 
factor 4 


2959 


24425 


L08812 


k 


transcriDtion factor EC 


exnressed seauence A1851540 
microphthalmia-associated transcription 
factor, transcription factor EC 


3025 


19823 


M61725 


00 


transcfiotion factor UBF 
upstream binding transcription 
factor, RNA polymerase 1 




123 


18115 


AA800339 


d General 
ee, kk 


transferrin 


ESTs Weaklv similar to TRFL MOUSE 
LACTOTRANSFERRIN PRECURSOR 
[M.musculus], RIKEN cDNA 130OO17JO2 
gene, Rattus norvegicus Nclonel 0 mRNA, 
transferrin 


3699 


17377 


NM_030989 


ii 


transformation related protein 
53, tumor protein p53 (Li- 
Fraumeni syndrome) 


transformation related protein 73, tumor 
protein p53 (Li-Fraumeni syndrome) 


3110 


4185 


NMJ12681 


ee, gg, hh 


transthyretin, transthyretin 
(prealbumin, amyloidosis type 
1) 


expressed sequence AA408768, 
transthyretin, transthyretin (prealbumin, 
amyloidosis type 1) 


3110 


4186 


NM.012681 


n, ee 


transthyretin, transthyretin 
(prealbumin, amyloidosis type 

In 


expressed sequence AA408768, 
transthyretin, transthyretin (prealbumin, 
amyloidosis type 1) 
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1938 


18277 


AI1 04399 


t 


triosephosphate isomerase, 
triosephosphate isomerase 1 


EST, Highly similar to TPIS MOUSE 
TRIOSEPHOSPHATE ISOMERASE 
[M.muscuius], ESTs, Highly similar to 
TPIS_HUMAN TRIOSEPHOSPHATE 
ISOMERASE [H.sapiens], Rattus 
norvegicus resection-induced TPI (rs11) 
mRNA, complete cds, triosephosphate 
isnmerasft triofiftnhosnhate isomftrasft 1 


3023 


457 


M60666 


c, nn 


tropomyosin 1 (alpha), 
tropomyosin 1, alpha 


Homo sapiens cDNA FLJ30635 fis, clone 
CTONG2002520, expressed sequence 
AI854628, expressed sequence C76867, 
tropomyosin 4. tuftelin 1 


3427 


455 


NMJ)19131 


k, bb, II, mm, 
nn 


tropomyosin 1 (alpha), 
tropomyosin 1, alpha 


Homo sapiens cDNA FLJ30635 fis, clone 
CTONG2002520, expressed sequence 
AI854628, expressed sequence C76867, 
tropomyosin 4. tuftelin 1 


3336 


20859 


NMJJ17144 


cc 


troponin I, cardiac 




3569 


402 


NM_022403 


C, 1, W, XX 


tryptophan 2,3-dioxygenase 


tryptophan 2,3-dioxygenase 


4072 


17728 


NMJ)53867 


n,ee 


tumor protein, translationally- 
controlled 1 


EST, Moderately similar to S06590 IgE- 
dependent histamine-releasing factor 
[H.sapiens], EST, Weakly similar to TCTP 
MOUSE TRANSLATIONALLY 
CONTROLLED TUMOR PROTEIN 
[M.muscuius], ESTs, Highly similar to 
S06590 IgE-dependent histamine-releasing 
factor [H.sapiens], ESTs, Moderately similar 
to TCTP.MOUSE Translationaily controlled 
tumor protein (TCTP) (p23) (21 kDa 
polypeptide) (p21) (Lens epithelial protein) 
[R.norvegicus], Homo sapiens mRNA full 
length insert cDNA clone EUROIMAGE 
926491, apoptosis inhibitor, tumor protein, 
translationally-controlled 1 


3829 


19344 


NM_031603 


ee 


tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, epsilon polypeptide 


ESTs, Highly similar to I38947 14-3-3 
protein epsilon isoform [Ksapiens], tyrosine 
3-monooxygenase/tryptophan 5- 
monooxygenase activation protein, epsilon 
oolvDeptide 


3222 


16683 


mm ni?n*v9 


r 


tyrosine o- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, eta polypeptide 


ESTs, Highly similar to 143F MOUSE 14-3-3 
PROTEIN ETA [M.muscuius], tyrosine 3- 
monooxygenase/tryptophan 5- 
monooxygenase activation protein, eta 
polypeptide, tyrosine 3- 
monodxygenase/tryptophan 5- 
monooxygenase activation protein, gamma 

nnlvnPntiHp 
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Ylodel Code \ 

u \ 


■luman Homologous Gene 1 
teme ■ * ■ . . 


■luman Homologous Cluster Title 


3222 ' 


I 6684 I 


MMJM3052 | 


DP t 
f 
I 
j 


yrosine 3- 1 
nonooxygenase/tryptophan 5- 
nonooxygenase activation 
Drotein, eta polypeptide 

• 


ESTs, Highly similar to 143F MOUSE 14-3-3 
PROTEIN ETA [M.musculus], tyrosine 3- 
monooxygenase/tryptophan 5- 
monooxygenase activation protein, eta 
polypeptide, tyrosine 3- 
monooxygenase/tryptophan 5- 
monooxygenase activation protein, gamma 

nnlvnfintifie 


3208 


25279 


NM_013011 


bb 


tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 
protein, zeta polypeptide 


ESTs, Highly similar to A Chain A, 14-3-3 
ZetaPHOSPHOPEPTIDE COMPLEX 
Rsapiens], tyrosine 3- 
monooxygenase/tryptophan 5- 
monooxygenase activation protein, zeta 
DolvDeotide 


3208 


3405 


NMJ)13011 


ss 


tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation 

nrnfpin 7Pta nolvDPDtide 

LMVJ It'll 1, t-ClU y>\Jij yf\*^J\J\t\^ 


ESTs, Highly similar to A Chain A, 14-3-3 . 
ZetaPHOSPHOPEPTIDE COMPLEX 
Rsapiens], tyrosine 3- 
monooxygenase/tryptophan 5- 
monooxygenase activation protein, zeta 
DolvoeDtide 


3103 


24825 


NM_012668 


x, ee, ss 


tyrosine aminotransferase 


ESTs, Highly similar to S60718 tat protein 
[Rsapiens], Homo sapiens, Similar to 
tyrosine aminotransferase, clone j 
MGC:22474 IMAGE:47t0626, mRNA, 
complete cds, Mus musculus, Similar to 
Tvrosine aminotransferase, clone 
MGQ37790 IMAGE:5097591 ," mRNA, 
mmnletfi cds tvmsine aminotransferase 


4041 


15376 


NM_053747 


x, General, 
kk 


ubiquilin 1 


ESTs, Highlyisimilarto ataxin-1 ubiquitin- 
like interacting protein; A1U protein; 
chromosome 1 open reading frame 6 [Homo 
sapiens] tH.sapiens], RIKEN cDNA 
1110046H03 gene, ataxin-1 ubiquitin-like 
interactina Drotein. ubioullin 1. ubiauilin 2 


1305 


22056 


A1008066 


p, mm 


ubiquinol-cytochrome c 
reductase hinqe protein 


ubiquinol-cytochrome c reductase hinge 
protein 


1919 


15050 


AI1 03911 


r 


ubiquinol-cytochrome c 
reductase, Rieske iron-sulfur 
polypeptide 1 


EST, Weakly similar to UCRLHUMAN 
UBIQUINOL-CYTOCHROME C 
REDUCTASE IRON-SULFUR SUBUNIT, 
MITOCHONDRIAL PRECURSOR 
[Rsapiens], ESTs, Moderately similar to 
UCRLHUMAN UBIQUINOL- 
CYTOCHROME C REDUCTASE IRON- 
SULFUR SUBUNIT, MITOCHONDRIAL 
PRECURSOR [Rsapiens], RIKEN cDNA 
4430402G14 gene, ubiquinol-cytochrome c 
reductase, Rieske iron-sulfur polypeptide 1 
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3859 


19727 


NM_031687 


h, ff 


ubiquitin A-52 residue 
ribosomal protein fusion 
product 1 


EST, Highly similar to S66575 ubiquitin / 
ribosomal protein CEP52 - rat (fragment) 
[R.norvegicus], EST, Moderately similar to 
ubiquitin A-52 residue ribosomal protein 
fusion product 1 ; ubiquitin/60S ribosomal 
fusion protein [Mus musculus] [M.musculus], 
ESTs, Moderately similar to ubiquitin A-52 
residue ribosomal protein fusion product 1; 
ubiquitin/60S ribosomal fusion protein [Mus 
musculus] [M.musculus], ESTs, Weakly 
similar to UQHUR ubiquitin / ribosomal 
protein CEP52 [H.sapiens], Neural 
precursor cell expressed, developmental^ 
down-regulated gene 8, Rattus norvegicus 
RSD-7 mRNA, complete cds, neural 
precursor cell expressed, developmental^ 
down-reguiated gene 8, ubiquitin A-52 
residue ribosomal protein fusion product 1 


3374 


10427 


NM_017237 


bb 


ubiquitin carboxy-terminaJ 
hydrolase L1, ubiquitin 
carboxyl-terminal esterase L1 
(ubiquitin thiolesterase) 


EST, Highly similar to UBL1.RAT Ubiquitin 
carboxyl-terminal hydrolase isozyme L1 
(UCH-L1) (Ubiquitin thiolesterase L1) 
(Neuron cytoplasmic protein 9.5) (PGP 9.5) 
(PGP9.5) [R.norvegicus], ESTs, Highly 
similar to UBL1JWOUSE Ubiquitin carboxyl- 
terminal hydrolase isozyme L1 (UCH-L1) 
(Ubiquitin thiolesterase L1) (Neuron 
cytoplasmic protein 9.5) (PGP 9.5) (PGP9.5) 
[M.musculusjTHomo sapiens cDNA 
FU30687fis t clone FCBBF2000379, 
ubiquitin carboxyl-terminal esterase L1 
(ubiquitin thiolesterase), ubiquitin carboxyl- 
terminal esterase L3 (ubiquitin thiolesterase) 


3374 


10429 


NM_017237 


cc 


ubiquitin carboxy-terminal 
hydrolase L1, ubiquitin 
carboxyl-terminal esterase L1 
(ubiquitin thiolesterase) 


EST, Highly similar to UBL1_RAT Ubiquitin 
carboxyl-terminal hydrolase isozyme L1 
(UCH-L1) (Ubiquitin thiolesterase L1) 
(Neuron cytoplasmic protein 9.5) (PGP 9.5) 
(PGP9.5) [Rnorvegicus], ESTs, Highly 
similar to UBL1 JVIOUSE Ubiquitin carboxyl- 
terminal hydrolase isozyme L1 (UCH-L1) 
(Ubiquitin thiolesterase L1) (Neuron 
cytoplasmic protein 9.5) (PGP 9.5) (PGP9.5) 
[M.musculus], Homo sapiens cDNA 
FLJ30687 fis, clone FCBBF2000379, 
ubiquitin carboxyl-terminal esterase Li 
(ubiquitin thiolesterase), ubiquitin carboxyl- 
terminal esterase L3 (ubiquitin thiolesterase) 
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Vlodel Code ! 

I 


-luman Homologous Gene 
Mame 


rtuman Homologous Cluster Title 


3221 


12013 


NML013050 


, nn 


ubiquitin-conjugating enzyme 
E2I, ubiquitin-conjugating 
enzyme E2I (UBC9 homolog, 
veasij 


RIKEN cDNA 5830467E05 gene, ubiquitin- 
conjugating enzyme E2I, ubiquitin- 
conjugating enzyme E2I (UBC9 homolog,. 


3221 


12014 


NMJ13050 


U.y 


ubiquitih-conjugating enzyme 
E2I, ubiquitin-conjugating 
enzyme E2I (UBC9 homolog, 
veastt 


RIKEN cDNA 5830467E05 gene, ubiquitin- 
conjugating enzyme E2I, ubiquitin- 
conjugating enzyme E2I (UBC9 homolog, 
veasti 


4112 


15124 


NM_057105 




UDP glycosyltransferase 1 

Familv/ nnlwnonfiHo A Hitcfpr 

[diniiy, puiypcpuut; moiuoici, 

UDP glycosyltransferase 1 
family, polypeptide A6, UDP- 
glucuronosyltransferase 1 
family, member 1 


UDP glycosyltransferase 1 family, 
nnlvnpntirlp AR UDP nlvrayivltransferase 1 
family, polypeptide A8 


4112 


15126 


NM_057105 




UDP glycosyltransferase 1 
ramiiy, polypeptide m ciusier, 
UDP glycosyltransferase 1 
family, polypeptide A6, UDP- 
glucuronosyltransferase 1 
familv. member 1 


UDP glycosyltransferase 1 family, 

noIvnpntiHp AR t IHP nlvf¥K\/ltrfl.nQfprfl^P 1 

family, polypeptide A8 


4112 


15127 


NM_057105 


k, t ( General, 
mm 


UDP glycosyltransferase 1 

fa ml hi nr\fv/r\ontirlci A ollictor 

Tarniiy t puiypcpuuc r\ mubici, 
UDP glycosyltransferase 1 
Tarniiy, poiypepuae mo, uur- 
glucuronosyltransferase 1 
familv. member 1 


UDP glycosyltransferase 1 family, 

nnlvnpntirfp AR 1 IHP nlvnn^vltran^fpra^p 1 

family, polypeptide A8 




I 0 I/O 


UOOUDD 


i mm w 
, I, mill, aa 


1 IHP nluPAQvltranQfpraQP 1 

family, polypeptide A cluster, 
UDP-glucuronosyltransferase 
1 familv. member 1 




4112 


5492 


NM.057105 


e 


UDP glycosyltransferase 1 
family, polypeptide A6 . 


UDP glycosyltransferase 1 family, 
polypeptide A6 


4112 


5493 


NMJJ57105 


e 


UDP glycosyltransferase 1 
family, polypeptide A6 


UDP glycosyltransferase 1 family, 
polypeptide A6 


i oou 


1 i*tou 


AH 031 62 


i 


UDP-GalbetaGlcNAc beta 1 4 
galactosyltransferase, 
polypeptide 1 




1913 


23829 


AI1 03754 


h 


UDP-Gal:betaGlcNAc beta 1,4 
galactosyltransferase, 
polypeptide 2 


■ Mus musculus, Similar to xyiosylprotein 
beta1,4-galactosyltransferase, polypeptide 7 
(galactosyltransferase I), clone MGC:28643 
IMAGE;4224150, mRNA, complete cds, 
UDP-Gal:betaGlcNAc beta 1,4- 
galactosyltransferase, polypeptide 1, UDP- 
Gal:betaGlcNAc beta 1,4- 
of?lr?otosv|tmnsferffsft, nolvoeotide 2,- . 


2143 


17027 


AI170679 


XX 


UDP-glucose 
pyrophosphorvlase 2 


UDP-glucose pyrophosphorylase 2 
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4044 


7927 I 


NM_053765 


e,t 


UDP-N-acetylglucosamine-2- 
epimerase/N- 
acetylmannosamine kinase 


UDP-N-acetylglucosamine-2-epimerase/N- 
acetylmannosamine kinase 


3261 


24750 


NM_013167 


cc 


uncoupling protein 3 
(mitochondrial, proton carrier), 
uncoupling protein 3, 
mitochondrial 


RIKEN cDNA 1810012H11 gene, RIKEN 
cDNA 363241 0G24 gene, peroxisomal 
integral membrane protein, solute carrier 
family 25 (mitochondrial earner; peroxisomal 
membrane protein, 34kD), member 17, 
uncoupling protein 3 (mitochondrial, proton 
carrier), uncoupling protein 3, mitochondrial 


3365 


317 


NMJ317218 


h, General, 
bb, pp 


v-erb-b2 erythroblastic 
leukemia viral oncogene 
homolog 3 (avian) 


ESTs, Weakly similar to A53183 epidermal 
growth factor receptor precursor - mouse 
[M.musculus], Homo sapiens clone R2 ErbB- 
3 R2 (c-erbB-3) mRNA, partial cds, Mus 
muscuius, clone MGC:38648 
IMAGE:5356166, mRNA, complete cds, v- 
erb-b2 erythroblastic leukemia viral 
pneoaene homoloq 3 (avfarfi 


3498 


20443 


NM_019379 


n, q, dd, oo 


vesicle docking protein p1 15, 
vesicle docking protein, 115 
kDa 


vesicle docking protein p1 15, vesicle 
docking protein, 115 kDa 


3102 


16198 


NM.012663 


kk,tt 


vesicle-associated membrane 
protein 2, vesicle-associated 
membrane protein 2 
fsvnaotobrevin 2) 




3102 


16199 


NM_012663 


bb, kk 


vesicle-associated membrane 
protein 2, vesicle-associated 
membrane protein 2 
(svnaptobrevin 2) 


_ 


3102 


16200 


NMJM2663 


ii 


vesicle-associated membrane 
protein 2, vesicle-associated 
membrane protein 2 
(svnaDtobrevin 2) 




4107 

- 


23250 


NMJ357097 


m 


vesicle-associated membrane 
protein 3, vesicle-associated 
membrane protein 3 
(cellubrevin) 


ESTs, Weakly similar to vesicle-associated 
membrane protein 3 [Rattus norvegicus] 
[R.norvegicus], vesicle-associated 
membrane protein 3, vesicle-associated 
membrane protein 3 (cellubrevin), vesicle- 
associated membrane Drotein 4 


3436 


24362 


NMJM9156 


a 


vitronectin, vitronectin (serum 
spreading factor, somatomedin 
B, complement S-protein) 




3793 


15608 


NMJ31355 


n 


voltage-dependent anion 
channel 3 


voltage-dependent anion channel 3 


3948 


1423 


NM_052801 


mm 


von Hippel-Lindau syndrome, 
von Hippel-Lindau syndrome 
homoloq 


von Hippel-Lindau syndrome, von Hippel- 
Lindau syndrome homolog 
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ID 
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Maine 


Human Homologous Cluster Title 


3948 


1424 


NMJOS2801 


WW 


von Hippel-Llndau syndrome, 
von HippeMJndau syndrome 
homoloq 


von HippeMJndau syndrome, von Hippel : 
Lindau syndrome homolog 


3098 


20798 


NMJM2639 


ii . 


v-raf-1 leukemia viral 
oncogene 1, v-raf-1 murine 
leukemia viral oncogene 
homolog 1 


ESTs, Highly similar to B-raf oncogene 
[M.musculus], Mouse B-raf oncogene 
mRNA, complete cds, RIKEN cDNA 
4921 51 3O20 gene, v-raf murine sarcoma 
viral oncogene homolog B1, v-raf-1 
leukemia viral oncogene 1, v-raf-1 murine 
leukemie vical onooaene homoloa 1 


3098 


20799. 


NML012B38 


p 


v-raf-1 leukemia viral 
oncogene 1, v-raf-1 murine 
leukemia viral oncogene 
homolog 1 


ESTs, Highly similar to B-raf oncogene 
[M.musculus], Mouse B-raf oncogene 
mRNA, complete cds, RIKEN cDNA 
4921513020 gene, v-raf murine sarcoma 
viral oncogene homolog B1 , v-raf-1 
leukemia viral oncogene 1 , v-raf-1 murine 
leukemic viral oncogene homoloa 1 


3342 


21975 


NM_017154 


I 


xanthene dehydrogenase, 
xanthine dehydrogenase 




3836 


1925 


NMJ31616 


a,g 


zinc finger protein 265 


DNA segment, KIST 4, expressed sequence 
AI227013, zinc finger protein 265 


3350 


20919 


NIVL017172 


v, nn 


zinc finger protein 36, C3H 
type-like 1 


ESTs, Weakly similar to S10471 cMG1 
protein - rat [R.norvegicus], zinc finger 
protein 36, C3H type-like 1, zinc finger 
protein 36 f C3H tvoe-like 2 


4165 


25730 


NMJ33290 


r, t 


zinc finger protein 36, zinc 
finger protein 36, C3H type, 
homoloq (mouse) 


zinc finger protein 36, zinc finger protein 36, 
C3H type, homolog (mouse) 


4213 


8692 


NMJ34387 


e 




2,4-dienoyl CoA reductase 1, mitochondrial, 
2,4-dienoyl CoA reductase 2, peroxisomal, 2 
4-dienoyl-Coenzyme A reductase 2, 
peroxisomal, RIKEN cDNA 1810027P18 
gene, putative peroxisomal 2,4-dienoyl-CoA 
reductase 


3549 


20299 


NMJ22220 


J 




24-dehydrocholesterol reductase, Mus 
musculus, clone MGC:29968 
IMAGE:51 23684, mRNA. complete cds 


260 


19451 


AA819788 


il 




28kD interferon responsive protein, RIKEN 
cDNA 5830458K16gene 


2868 


23220 


AJ000347 


PP 




3'(2'), 5*-bisphosphate nucleotidase 1, 
ESTs, Moderately similar to INPP MOUSE 
INOSITOL POLYPHOSPHATE 1- 
PHOSPHATASE [M.musculus], 
bisphosphate 3-nucleotidase 1, hypothetical 
protein FLJ20421, inositol polyphosphate-1- 
nhosDhfrtase 
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" '■" ' 


2608 


15582. 


AI232320 


k, o,oo 




3-hydroxy-3-methylgIutaryl-Coenzyme A 
synthase 2, 3-hydroxy-3-methylglutaryl- 
Coenzyme A synthase 2 (mitochondrial) 


3013 


15579 


M33648 


d, k, I, o, ff, 
00, ss 




3-hydroxy-3-methylglutaryl-Coenzyme A 
synthase 2, 3-hydroxy-3-methylgiutaryl- 
Coenzyme A synthase 2 (mitochondrial) 


3013 


15580 


M33648 


k, I, o.ff 




3-hydroxy-3-methylglutaryl-Coenzyme A 
synthase 2, 3-hydroxy-3-methy!gIutaryI- 
Coenzyme A synthase 2 (mitochondrial) 


4101 


17739 


NM_Q53995 


h, General, 

qq 




3-hydroxybutyrate dehydrogenase (heart, 
mitochondrial), ESTs, Weakly similar to j 
BDH_RAT D-beta-hydroxybutyrate 
dehydrogenase, mitochondrial precursor 
(BDH) (3-hydroxybutyrate dehydrogenase) 
[R.norvegicus], RIKEN cDNA 0610039E24 
gene, RIKEN cDNA 2310032J20 gene, 
retinol dehydrogenase 7, retinol 
rifihvfirnnftnasft tvnp fi - 


1476 


21950 


AI013861 


h 




3-hydroxyisobutyrate dehydrogenase, 
ESTs, Highly similar to D3HI_HUMAN 3- 
HYDROXYISOBUTYRATE 
DEHYDROGENASE, MITOCHONDRIAL 
PRECURSOR (HIBADH) [H.sapiens], 
RIKEN cDNA 3930401 K1 3 aene 


665 


22537 


AA892799 


kk 




3-phosphoglycerate dehydrogenase, EST, 
Moderately similar to SERA MOUSE D-3- 
PHOSPHOGLYCERATE 
DEHYDROGENASE [M.musculus], Mus 
musculus adult male testis cDNA, RIKEN 
full-length enriched library, 
clone:4930404C15:3-phosphoglycerate 
dehydrogenase, full insert sequence, 
glyoxylatereductase/hydfoxypyruvate 
reductase, phosphoglycerate 

HohwHrnnonaco 


665 


22538 


AA892799 


2 




3-phosphoglycerate dehydrogenase, EST, 
Moderately similar to SERA MOUSE D-3- 
PHOSPHOGLYCERATE 
DEHYDROGENASE [M.musculus], Mus 
musculus adult male testis cDNA, RIKEN 
full-length enriched library, 
clone:4930404C15:3-phosphoglycerate 
dehydrogenase, full insert sequence, 
glyoxylate reductase/hydroxypyruvate 
reductase, phosphoglycerate 
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D NO. i 


£ca or 


' • .1 


Mame . f 




NO. 


I 


RefSeq ID 
Mo. 












^A924630 1 


ff 


• 


3-phosphoglycerate dehydrogenase, EST, 
Moderately similar to SERA MOUSE D-3- 
PHOSPHOGLYCERATE 
DEHYDROGENASE [M.musculus], Mus 
musculus adult male testis cDNA, RIKEN 
full-length enriched library, 
cione:4930404C1 5:3-phosphoglycerate 
dehydrogenase, full insert sequence, 
glyoxylate reductase/hydroxypyruvate 
reductase, phosphoglycerate 

Hohwrlmnonaco 






AI232066 


if 




3-phosphoglycerate dehydrogenase, EST, 
Moderately similar to SERA MOUSE D-3- 
PHOSPHOGLYCERATE 
DEHYDROGENASE [M.musculus], Mus 
musculus adult male testis cDNA, RIKEN 
full-length enriched library, 
Clone. wjUWH/ i o.o-pnospnogiyceraie 
cenyorogenase, tuh insen sequence, 
glyoxylate reductase/hydroxypyruvate 
reductase, phosphoglycerate 

HahwHrnnonaco 


3704 


135 


MM fwinfv* 

i>iivi.__i/o iuuj 


1, VjCMCl Ql 




4-aminobutyrate aminotransferase, RIKEN 
cDNA 1300019H02 gene, RIKEN cDNA 
2900006B13 gene, ornithine 
aminotransferase 


2017 


6552 


AH 37062 


(j 




6.2 kd protein 


3563 


12082 


NM_022389 


il 




7-dehydrocholesterol reductase, expressed 
sequence AI505894 


3563 


12083 


NM_022389 


ii 




7-dehydrocholesterol reductase, expressed 
seauence AI505894 


3514 


13485 


NM.020306 


d, bb 




a disintegrin and metalloproteinase domain 
17, adisintegrin and metalloproteinase 
domain 17 (tumor necrosis factor, alpha, 
ronvertina enzvme^ 


3514 


13486 


NMJ20306 


s 




a disintegrin and metalloproteinase domain 
17, adisintegrin and metalloproteinase 
domain 17 (tumor necrosis factor, alpha, 
convertinq enzvme) 


4032 


15735 


NM_053665 


n, ee 




A kinase (PRKA) anchor protein 1, tudor 
and KH domain-containing protein, tudor 
domain containing 1 , tudor repeat 
associator with PCTAIRE 2 


4032 


15738 


NM_053665 


cc 




A kinase (PRKA) anchor protein 1, tudor 
and KH domain-containing protein, tudor 
domain containing 1 , tudor repeat 
associator with PCTAIRE 2 
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4356 


347 


U01914 


s, tt 

- 




A kinase (PRKA) anchor protein 8, ESTs, 
Weakly similar to A53414 A-kinase anchor 
protein 95, AKAP95 - rat [R.norvegicus], 
Mus musculus 10 days embryo whole body 
cDNA, RIKEN full-length enriched library, 
cione:261 0301 A1 2:neighbor of A-kinase 
anchoring protein 95, full insert sequence, 
expressed sequence AI467606, neighbor of 
A-kinase anchoring protein 95, zinc finger 

nrntPin 39fi 


3434 


17304 


NMJ319144 


d. p, gg. hh 




acid phosphatase 5, tartrate resistant 


3410 


17516 


NM_017321 


o.iijj.tt 




aconitase 1 , aconitase 1 , soluble 


3879 


20724 


NM_031753 


w 




activated leucocyte cell adhesion molecule, 
activated leukocyte cell adhesion molecule 


1223 


23648 


AA998547 


mm 




AD-012 protein, ESTs, Highly similar to 
Y144.HUMAN HYPOTHETICAL PROTEIN 
KIAA0144 [H.sapiens], KIAA0144 gene 
product, KIAA1491 protein 


775 


4636 


AA899491 


m 




adaptor-related protein complex 1, mu 1 
subunit 


4198 


1271 


NM J 33593 


e 




adaptor-related protein complex 3, mu 1 
subunit adaptor-related protein complex AP- 
3, mu 1 subunit 


3560 


23980 


NMJ22383 


w 




adenylyl cyclase-associated CAP protein 
homolog 1 (S. cerevisiae, S. pombe), 
adenylyl cyclase-associated protein 


4095 


15325 


NM_053979 


i 




ADP-ribosylation factor 1, ADP-ribosylation 
factor-like 5, EST, Weakly similar to ADP- 
ribosylation factor-like 5 [Rattus norvegicus] 
[R.norvegicus], ESTs, Weakly similar to 
ADP-RIBOSYLATION FACTOR 1 
[M.musculus], Homo sapiens, similar to ADP 
ribosylation factor-like 5, clone MGC:22841 
IMAGE:3931095, mRNA, complete cds, 
expressed sequence T25534 


3584 


4145 


NM_022518 


j. n 




ADP-ribosylation factor 1, ADP-ribosylation- 
like 6, ESTs, Weakly similar to ADP- 
RIBOSYLATION FACTOR 1 [M.musculus], 
expressed sequence T25534 


3584 


4153 


NM.022518 


bb 




ADP-ribosylation factor 1, ADP-ribosylation- 
like 6, ESTs, Weakly similar to ADP- 
RIBOSYLATION FACTOR 1 [M.musculus], 
expressed sequence T25534 


3659 


17517 


NM_024151 


q, u, dd 




ADP-ribosylation factor 4 
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3658 


15367 


NM_024149 


r 




ADP-ribosylation factor 5, ESTs, Moderately 
similar to ADP-RIBOSYLATION FACTOR 5 
M.musculus], ESTs, Weakly similar to 
A54022 ADP-ribosylation factor-like 1 - rat 
Rnorvegicus] 


1895 


8919 


AI1 03388 


dd, kk 


■ 


Anp-ribo«;vlafion fantor 6 ESTs Moderatelv 
similar to S39543 GTP-binding protein - 
mouse [M.musculus], ESTs, Weakly similar 
to ARF6_HUMAN ADP-ribosylation factor 6 
Rnorvegicus], GTP-binding protein Sara, 
RIKEN cDNA 2310075M17 gene, SAR1 
protein, SAR1a gene homolog (S. 
cerevisiae), hypothetical protein FU22595 


ODDU 




NM_024152 


f, oo 




ADP-ribosyiation factor 6, ESTs, Weakly 
similar to ARF6.HUMAN ADP- 

IMDUOT LM 1 IVJIM rnlr | \Jr\ O [IVI.lilUbUUIUoJ, 

ESTs, Weakly similar toARF6J-IUMAN 
ADP-ribosylation factor 6 [Rnorvegicus], 
RIKEN cDNA 1 1 10033P22 gene, RIKEN 
cDNA 2310075M17 gene, RIKEN cDNA 
9130014L17 gene, SAR1 protein, SAR1a 
gene homolog (S. cerevisiae), hypothetical 
protein FLJ22595 


732 


17858 


AA893741 


c, d, oo 




ADP-ribosylation factor GTPase activating 
protein 1 , EST, Weakly similar to T46305 
hypothetical protein DKFZp434D141 1.1 
[H.sapiens], ESTs, Highly similar to T46305 
hypothetical protein DKFZp434D1411.1 
[n. sapiens], zinc linger protein zoy, \u\ 
reaulated 


1 ID/ 




AA996829 


gg, hh 




ADP-ribosylation factor GTPase activating 
protein 1, EST, Weakly similar to T46305 

hvnothptinal nrntpin nKF7ruT : t4ni411 1 

[H.sapiens], ESTs, Highly similar to T46305 
hypothetical protein DKFZp434D1411.1 
[H.sapiens], zinc finger protein 289, ID1 
peculated 


501 


15933 


AA875253 


q 




ADP-ribosylation factor-like 1, ESTs, Weakly 
similar to A54022 ADP-ribosylation factor- 
like 1 - rat [Rnorvegicus], RIKEN cDNA 
2310008D22aene 


3561 


15932 


NMJ)22385 


q, x, dd 




ADP-ribosylation factor-like 1, ESTs, Weakly 
similar to A54022 ADP-ribosylation factor- 
like 1 - rat [Rnorvegicus], RIKEN cDNA 
2310008D22oene 
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2099 


16879 


A1169284 


WW 




ADP-ribosylation factor-like 6 interacting 
protein, ADP-ribosylation-like factor 6 
interacting protein 


4096 


1292 


NM.053980 


m 




ADP-ribosylation-like 3, ribosomal protein 
L35a 


3227 


1859 


NM_013063 


P, y, nn 




ADP-ribosyltransferase (NAD+; poly (ADP- 
ribose) polymerase), ADP-ribosyltransferase 
(NAD+; poly (ADP-ribose) polymerase) 1, 
ADP-ribosyltransferase (NAD+; poly (ADP- 
ribose) polymerase) 2, ADP- 
ribosyltransferase (NAD+; poly (ADP-ribose) 
polymerase)-like 1 , ADP-ribosyltransferase 
(NAD+; poly (ADP-ribose) po!ymerase)-like 
3, Mus musculus, clone MGC: 11997 
IMAGE:3602116, mRNA, complete cds 


2194 


22876 


AI172041 


r, w, z, ee 




adrenal gland protein AD-004 


464 


16074 


AA874874 


t 




alcohol dehydrogenase 5, alcohol 
dehydrogenase 5 (class III), chi polypeptide 


931 


21993 


AA943149 


Iff 




ALEX1 protein, ALEX3 protein, ESTs, 
Weakly similar to T00084 hypothetical 
protein KIAA0512 [H.sapiens], armadillo 
repeat protein ALEX2, hypothetical protein 
MGC3195 


1225 


26120 


AA998619 


s 




Aig5, S. cerevisiae, homolog of 


3645 


8266 


NM_023103 


a, j, r, cc 




aipha-2-macroglobuIih, murinoglobulin 1, 
murinoglobulin 2, murinoglobulin, 
pseudoqene 1 


3645 


8267 


NMJ)23103 


r 




alpha-2-macroglobulin, murinoglobulin 1, 
murinoglobulin 2, murinoglobulin, 
pseudoqene 1 


3645 


8268 


NM_023103 


r, mm, xx 




aIpha-2-macrogIobulin, murinoglobulin 1, . 
murinoglobulin 2, murinoglobulin, 
pseudoqene 1 


3645 


8269 


NM_023103 


r,jj,xx 




alpha-2-macroglobulin, murinoglobulin 1, 
murinoglobulin 2, murinoglobulin, 
pseudoqene 1 


579 


17779 


AA891914 


w 




aminoacylase 1 
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NO. 




RefSeq ID 
No. 








4291 


11493 


NMJ44755 1 


U z, dd, 
30, qq 


• 


AMP-activated protein kinase, ESTs, 
Weakly similar to MAP/mtcrotubule affinity- 
regulating kinase 3; ELKL motif kinase 2 
ong form [mus muscuiusj [ivi.muscuiusj, 
ESTs, Weakly similar to PUTATIVE 
SERINE/THREONINE-PROTEIN KINASE 
EMK [M.musculus], G-protein-coupled 
receptor induced protein GIG2, Mus 
musculus, done IMAGE:4947563, mRNA, 
partial cds, maternal embryonic leucine 
zipper kinase, protein kinase, AMP- 

artnratorl alnho 9 ratalx/tin cnhunit 


4291 


11494 


NMJ44755 


U q.V, z, 
General, dd, 

00 




AMP-activated protein kinase, ESTs, 
Weakly similar to MAP/microtubuIe affinity- 
regulating kinase 3; ELKL motif kinase 2 
long form [Mus musculus] [M.musculus], 
ESTs, Weakly similar to PUTATIVE 
SERINE/THREONINE-PROTEIN KINASE 
EMK [M.musculus], G-protein-coupled 
receptor induced protein GIG2, Mus 
musculus, clone IMAGE:4947563, mRNA, 
partial cds, maternal embryonic leucine 
zipper kinase, protein kinase, AMP- 

prtivofoH olnho 9 ratalvtir ci ihi mit 


3010 


4224 


M31322 


ff, mm 




«am\Hr\iH Kota ( A A\ nron ircnr-liW^ nrritAin 9 
dlHylUlU Ucla picOUioUi iiixC JJIULCIM c 


3010 


4225 


M31322 


nn, uu 




omw1r»irl hofa iAA\ nror^ircnr-liko nrntptn 9 
amyivJlu Ucld V*vt/ piovuIoUI-llixG (JIULCIJI ^ 


4463 


4223 


X77934 


mm 




om\/lniri hota ( AA\ nropitrcnr-Iikf* nrntpin 9 
amyiUiU Ucld \rvr) Uict»UloUI'lll\C piULCIll C 


746 


18419 


AA894130 


n, General, 

WW 




Amt/irtirl rtrntciln nron ircr\r_tilro nrnfoin 9 

Mmyioiu proic/iit pieuuioui'iiivo piuieut £, 

Colo, VVcaMy Similar IU Cr r i_lvl\JUOC 
Cnnin nreni ircr\r FM mi 1 chilli id amv/lrti/H Hotel 

tppui picuurbur [ivi.rnuocuiubj, amyiuiu ucta 
(/Vt) precursor-iiKe proiem i, amyioia ueio 
fA4} Drecursor-like protein 2 


1912 


3940 


AI103718 . 


qq 




angio-associated, migratory cell protein 


3709 


25476 


NM_031009 


XX 




angiotensin receptor 1 


3247 


16650 


NM_013132 


a 




annexin A5 


3243 


428 


NM_013112 


X 




apolipoprotein A-ll 


237 


6329 


M819259 


j,P 




apolipoprotein C-ll, apolipoprotein Cll 


990 


16635 


AA945171 


k 




apolipoprotein C-IV, apolipoprotein CIV 


3496 


15066 


NM_019373 


cc, rr 




apolipoprotein M 


2142 


2750 


A1170666 


n, q, dd 




. arqinine-rich, mutated in early stage tumors 
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SEQ . 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc.or 
RefSeq ID V 
No. 


Mode! Code 


Human Homologous Gene . 
Name ;, 


Human Homologous Cluster Title 

' ;: ' • 


3768 


21624 


NMJ31144 


mm 




ARP2 actin-related protein 2 homolog 
(yeast), ARP3 actin-related protein 3 
homolog (yeast), EST, Weakly similar to 
ACTBJHUMAN Actin, cytoplasmic 1 (Beta- 
actin) [Rnorvegicus], ESTs, Highly similar to 
ACTBJHUMAN ACTIN, CYTOPLASMIC 1 
[M.musculus], ESTs, Highly similar to 
ACTB.HUMAN Actin, cytoplasmic 1 (Beta- 
actin) [Rnorvegicus], ESTs, Weakly similar 
to A29861 actin gamma [H sapiens], ESTs, 
Weakly similar to ACTBJHUMAN ACTIN, 
CYTOPLASMIC 1 [M.musculus], Homo 
sapiens cDNA FLJ31247 fis, clone 
KIDNE2005296, weakly similar to ACTIN, 

FU32120fis, clone PEBLM1 000068, highly 
similar to ACTIN, CYTOPLASMIC TYPE 5, 
Homo sapiens mRNA; cDNA 
DKFZp434B21 15 (from clone 
DKFZp434B2115), RIKEN cDNA 
1700052K15 gene, actin, beta, actin, beta, 
cytoplasmic, calcitonin gene-related peptide- 
receptor component protein, expressed 
sequence AV259599 
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SEQ ( 
ID I 
NO. 


3LGC ( 
D NO. i 
\ 
I 


SehBaiik f 
\cc or 
RefSeq ID 
Slo. 


Vlpdel Code f 


Human Homologous Gene \ 
Carrie 


Human Homologous Cluster Title j 


3768 : 


21625 I 


MM.031144 ; 


7 


i 


*VRP2 actin-related protein 2 homolog 
[yeast), ARP3 actin-related protein 3 
lomolog (yeast), EST, Weakly similar to 
*CTB_HUMAN Actin, cytoplasmic 1 (Beta- 
actin) [R.norvegicus], ESTs, Highly similar to 
ACTBJHUMAN ACTIN, CYTOPLASMIC 1 
M.musculus), ESTs, Highly similar to 
ACTB.HUMAN Actin, cytoplasmic 1 (Beta- 
actin) [R.norvegicus], ESTs, Weakly similar 
to A29861 actin gamma [H.sapiens], ESTs, 
Weakly similar to ACTB_HUMAN ACTIN, 
CYTOPLASMIC 1 [M.musculus], Homo 
sapiens cDNA FLJ31247 fis, done 
KIDNE2005296, weakly similar to ACTIN, 
CYTOPLASMIC 1 , Homo sapiens cDNA 
FU32120 fis, clone PEBLM1000068, highly 
similar to ACTIN, CYTOPLASMIC TYPE 5, 
Homo sapiens mRNA; cDNA 
DKFZp434B21 15 (from clone 
DKFZp434B21 1 5), RIKEN cDNA 
1700052K15 gene, actin, beta, actin, beta, 
cytoplasmic, calcitonin gene-related peptide- 
receptor component protein, expressed . 
sequence AV259599 


1935 


18831 


AM 04357 


e 




ARP2 actin-related protein 2 homolog 
(yeast), ARP3 actin-related protein 3 
homolog (yeast), EST, Weakly similar to 
ACTB_HUMAN Actin, cytoplasmic 1 (Beta- 
actin) [R.norvegicus], ESTs, Highly similar to 
ACTBJHUMAN ACTIN, CYTOPLASMIC 1 
[M.musculus], ESTs, Weakly similar to 
A29861 actin gamma [H.sapiens], ESTs, 
Weakly similar to ACTBJ-IUMAN ACTIN, 
CYTOPLASMIC 1 [M.musculus], Homo 
sapiens cDNA FU31 247 fis, clone 

KinMF9nn*i9Qfi wpaklv similar to ACTIN 
CYTOPLASMIC 1, Homo sapiens cDNA 
FLJ32120 fis, clone PEBLM1000068, highly 
similar to ACTIN, CYTOPLASMIC TYPE 5, 
Homo sapiens mRNA; cDNA 
DKFZp434B2115 (from clone 
DKFZp434B2115), RIKEN cDNA 
1700052K15 gene, actin, beta, actin, beta, 
cytoplasmic, calcitonin gene-related peptide- 
receptor component protein, expressed 
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SEQ 
I E) ; 
NO. 


GLGC 

id no: ' 


GenBank 
Acc. or -.!"■. 
RefSeq ID 
No. 


Model Code 

■ .- ■ • : 


Human Homologous Gene 
Name 

■ ' : :: ' ' • - " ' ' 


Human Homologous Cluster Title 

''•'•..'* ' , -• • • 


3138 


721 


NMJM2780 


tt 




Aryl hydrocarbon receptor nuclear 
translocator 2, aryl hydrocarbon receptor 
nuclear translocator, aryl hydrocarbon 
receptor nuclear translocator 2, aryl 
hydrocarbon receptor nuclear translocator- 
like 


1631 


5866 


AI045751 


y 




asparaginyl-tRNA synthetase, hypothetical 
protein FLJ23441 


708 


17900 


AA893353 . 


gg, hh, it 




aspartyl aminopeptidase 


1795 


12863 


AI072467 


nn 




AT motif binding factor 1, ESTs, Weakly 
similar to AT motif-binding factor 
[M.musculus], KIAA1762 protein, RIKEN 
cDNA3632413B07aene 


2381 


15091 


AI178740 


f 




AT2 receptor-interacting protein 1, Homo 
sapiens cDNA FU321 57 fis, clone 
PLACE6000205, moderately similar to 
TRANSCRIPTIONAL REPRESSOR 
PROTEIN YY1. YY1 transition factor 


265 


19566 


AA819879 


c 




ATP binding protein associated with cell 
differentiation, ptiosducin-like 2 


1956 


15065 


AH 05050 


p, ii, II 




ATP synthase, H+ transporting 
mitochondrial F1 complex, beta subunit, 
ATP synthase, H+ transporting, 
mitochondrial F1 complex, beta polypeptide, 
ATPase, H+ transporting, lysosomal 70kD, 
V1 subunit A, isoform 1, ATPase, H+ 
transporting, lysosomal 70kD, V1 subunit A, 
isoform 2, DNA segment, Chr 17, Wayne 
State University 164, expressed, EST, 
Weakly similar to ATPB_RAT ATP synthase 
beta chain, mitochondrial precursor 

rP nnnroni/Mtel 


4043 


10909 


NMJJ53756 


0 




ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit c 
(subunit 9) isoform 3, EST, Moderately 
similar to ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit c 
(subunit 9) isoform 3 [Rattus norvegicus] 
[R.norvegicus], ESTs, Moderately similar to 
AT93 MOUSE ATP SYNTHASE LIPID- 
BINDING PROTEIN P3 PRECURSOR 

TIM miiQrnliiQl 
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SEQ ( 
ID 1 
NO. 


3LGC ( 
D NO. i 
I 
I 


SenBank I 
\co, or 
fefSeq ID 
to. 


Model Code I 
I 


•luman Homologous Gene . I 
siame i 


Human Homologous Cluster Titlev J 


3501 : 


22726 I 


WJM9383 


* 




MP synthase, H+ transporting, 
mitochondrial FO complex, subunit d, EST, 
Weakly similar to ATPQ.HUMAN ATP 
SYNTHASE D CHAIN, MITOCHONDRIAL 
Rsapiens], EST, Weakly similar to 
ATPCLRAT ATP synthase D chain, 
mitocnonanai |K.norvegicusj 


4154 


18810 


NMJ30430 


w,ss 




ATP synthase, H+ transporting, 
mitochondrial F1 complex, alpha subunit, 
soform 1, ATP synthase, H+ transporting, 
mitochondrial F1 complex, alpha subunit, 
isoform 1, cardiac muscle, EST, Moderately 
similar to A35730 H+-transporting ATP 
synthase (to o.o.i .o4j aipna cnain 
precursor - rat (fragment) [R.norvegicus] 


4276 


18450 


NMJ39106 


r, ss 




ATP synthase, H+ transporting, 
mitochondrial F1 complex, delta subunit, 
EST, Moderately similar toATPD_HUMAN 
ATP SYNTHASE DELTA CHAIN, 
MITOCHONDRIAL PRECURSO 
[H.sapiens], RIKEN CDNA0610008F14 
gene, RIKEN cDNA 15Q0000I11 gene, 
exnresfifid spnnfinr.fi AI4R724R 


4252 


7395 


NMJ38883 


P,ff 




ATP synthase, H+ transporting, 
mitochondrial F1 complex, O subunit, ATP 
synthase, H+ transporting, mitochondrial F1 
complex, O subunit (oligomycin sensitivity 
conferring protein), EST, Weakly similar to 
ATPOJ-IUMAN ATP SYNTHASE 
OLIGOMYCIN SENSITIVITY CONFERRAL 
PROTEIN PRECURSOR, 
MITOCHONDRIAL [H.sapiens], ESTs, 
Highly similar to ATPOJ-IUMAN ATP 
SYNTHASE OLIGOMYCIN SENSITIVITY 
CONFERRAL PROTEIN PRECURSOR, 
MITOCHONDRIAL [H.sapiens], ESTs, 
Moderately similar to ATPO.HUMAN ATP 
SYNTHASE OLIGOMYCIN SENSITIVITY 
CONFERRAL PROTEIN PRECURSOR, 
I MiTnrt mhinn > r\ i rt i nnninnni 
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SEQ 
ID 

no; 

■ '* '■■ 


GLGC* 
ID NO. 


GenBank - 
Acc. or 
RefSeq ID 
No. 


Model Code 

• •■ .^v. . 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


2336 


8949 


AI177593 


1, General 




ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 16 kDa, ATPase, 
H+ transporting, lysosomal 16kD, VO 
subunit C, ATPase, H+ transporting, 
lysosomal 16kD, VO subunit c, ATPase, H+ 
transporting, lysosomal 21kD, VO subunit c tt , 
ATPase, H+ transporting, lysosomal 21kDa, 
VO subunit B, Mus musculus, Similar to 
ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 21 kD, clone 
MGC:6568 IMAGE: 28 12497, mRNA, 


4074 


20939 


NM_053884 


1, m, s, 
General, bb, 
qq, uu 




ATPase, H+ transporting, lysosomal 14kD, 
V1 subunit F 


4160 


7864 


NMJ30823 


c, gg, hh, 
oo, qq 




ATPase, H+ transporting, lysosomal 16kD, 
VO subunit C, ATPase, H+ transporting, 
lysosomal 16kD, VO subunit c, ATPase, H+ 
transporting, lysosomal 21 kD, VO subunit c w , 
ATPase, H+ transporting, lysosomal 21 kDa, 
VO subunit B, ESTs, Weakly similar to 
VATL_MOUSE Vacuolar ATP synthase 16 
kDa proteolipid subunit [Rnorvegicus], Mus 
musculus, Similar to ATPase, H+ 
transporting, lysosomal (vacuolar proton 
pump) 21 kD, clone MGC:6568 

IMACP*9«1 9/107 mPMA mmnlote rHc 


705 


17754 


AA893246 


a, w 




ATPase, H+ transporting, lysosomal 34kD, 
V1 subunit D~ 


4129 


3831 


NMJ57213 


e, General, 
cc, qq 




ATPase, H+ transporting, lysosomal 
56/58kD, V1 subunit B, isoform 1 (Renal 
tubular acidosis with deafness), ATPase, H+ 
transporting, lysosomal 56/58kD, V1 subunit 
B, isoform 2, ATPase, H+ transporting, 
lysosomal 56/58kDa, V1 subunit B, isoform 
1 , EST, Moderately similar to 
VAB2J/IOUSE Vacuolar ATP synthase 
subunit B, brain isoform (V-ATPase B2 
subunit) (Vacuolar proton pump.B isoform 2) 
(Endomembrane proton pump 58 kDa 
subunit) [R.norvegicus], ESTs, Highly similar 
to VAB2_MOUSE VACUOLAR ATP 
SYNTHASE SUBUNIT B, BRAIN ISOFORM 
(V-ATPASE B2 SUBUNIT) (VACUOLAR 
PROTON PUMP B ISOFORM 2) 
(ENDOMEMBRANE PROTON PUMP 58 
KDA SUBUNIT) [M.musculus] 



.03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



406 



TABLE 2. 






J • * ■ i . -V. -.'j ■. ' 


Attorney Docket No. 44921-5113W0 
Document No. 1926271.2 


SEQ ■ 
IDS: i 
NO. 


GLGC 
ID NO. 


GenBank % 
Ace." or. 
RefSeqID 
No. I 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4003 


22617 


NMJ353578 


d 




ATPase, H+ transporting, lysosomal 9kD VO 

<siihnnitF ATPa«;p H-f fransnortinn 

lysosomal 9kD V0 subunit e, Homo sapiens 
cDNA FU12004fis, clone HEMBB1001564, 
moderately similar to VACUOUR ATP 
SYNTHASE SUBUNIT H (EC 3.6.1.34), 
Homo sapiens, done MGC:17890 
IMAGE:3908757, mRNA, complete cds, 
RIKEN cDNA0610006O14gene 


2096 


22661 


AI1 69265 


I, mm 




ATPase, H+ transporting, lysosomal 
interacting protein 1, EST, Weakly similar to 
154197 hypothetical protein [H.sapiens], ! 
ESTs, Weakly similar to VAS1JRAT j 
Vacuolar ATP synthase subunit S1 
precursor (v-ATPase si subunit) (V- 
ATPase S1 accessory protein) (V-ATPase 
Ac45 subunit) (C7-1 protein) [R.norvegicus], 
Homo sapiens cDNA FLJ12563 fis, clone 
NT2RM4000820, weakly similar to 
VACUOLAR ATP SYNTHASE SUBUNIT 
AC45 PRECURSOR (EC 3.6.1 .34), 
expressed sequence AW1081 10 


3892 


16178 


NMJJ31785 


ii 




ATPase, H+ transporting, lysosomal I 
interacting protein 1, EST, Weakly similar to 
154197 hypothetical protein [H.sapiens], 
ESTs, Weakly similar to VAS1JRAT 
Vacuolar ATP synthase subunit S1 
precursor ^v-a i rase o i suDuniij ^ v- 
ATPase S1 accessory protein) (V-ATPase 
Ac45 subunit) (C7-1 protein) [R.norvegicus], 
Homo sapiens cDNA FLJ12563 fis, clone 
NT2RM4000820, weakly similar to 
VACUOLAR ATP SYNTHASE SUBUNIT 
AC45 PRECURSOR (EC 3.6.1.34), 
expressed sequence AW108110 


3830 


20840 


NMJJ31604 


d 




ATPase, H+ transporting, lysosomal VO 
subunit A isoform 4, ATPase, H+ 
transporting, lysosomal V0 subunit a isoform 
1, ATPase, H+ transporting, lysosomal V0 
subunit a isoform 2, ATPase, H+ 
transporting, lysosomal VO subunit a isoform 
4, EST, Weakly similar to B38656 vacuolar 
proton pump 1 16K chain - rat 
[R.norvegicus], ESTs, Moderately similar to 
B38656 vacuolar proton pump 11 6K chain - 

. raiJBjinrvpnin icl _ 
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SEQ 

ID 

NO. 


GLGC 
ID NO; 


GenBank V 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name ^ 


Human Homologous Cluster Title 

-4' ■ 


3830 


20841 


NM.031604 


bb 




ATPase, H+ transporting, lysosomal V0 
subunlt A isoform 4, ATPase, H+ 
transporting, lysosomal V0 subunit a isoform 
1, ATPase, H+ transporting, lysosomal V0 
subunit a isoform 2, ATPase, H+ 
transporting, lysosomal V0 subunit a isoform 
4, EST, Weakly similar to B38656 vacuolar 

nrntnn niimn rhain - rat 
piuiuii put tip i I Ut\ L>it dill - lal 

[R.norvegicus], ESTs, Moderately similar to 
B38656 vacuolar proton pump 116K chain - 

raHR nnrvoniru icl 


3244 


23709 


NMJ13113 


I, w, z 




ATPase, Na+/K+ transporting, beta 1 
polypeptide 


3244 


23710 


NMJJ13113 


WW 




ATPase, Na+/K+ transporting, beta 1 
polypeptide 


3884 


4314 


NMJ)31760 


b, m, dd, uu, 
w 




ATP-binding cassette, sub-family B 
(MDR/TAP), member 11, ATP-binding 
cassette, sub-familv F (GCN20), member 2 


1464 


4251 


AI013494 


e 




ATP-binding cassette, sub-family F 
(GCN20), member 2, EST, Highly similar to 
DVHUCF cystic fibrosis transmembrane 
conductance regulator [H. sapiens], ESTs, 
Highly similar to MRP4.HUMAN 
MULTIDRUG RESISTANCE-ASSOCIATED 
PROTEIN 4 [H.sapiens], ESTs, Weakly 
similar to A40303 cystic fibrosis 
transmembrane conductance regulator - 
mouse [M.musculus], ESTs, Weakly similar 
to NFM MOUSE NEUROFILAMENT 
TRIPLET M PROTEIN [M.musculus], Mus 
muscuius, oimnar 10 

sodium/calcium/potassium exchanger, clone 
MGC:27617 IMAGE:4504496, mRNA, 
ujuipieie cus, rvirxciN cuinm Ho^vHoor I o 
gene, cystic fibrosis transmembrane 
conductance regulator homolog, cystic 
fibrosis transmembrane conductance 
regulator, ATP-binding cassette (sub-family 
C, member 7), neurofilament, medium 
polypeptide 


3966 


2548 


NMJD53359 


rr 




ATX1 (antioxidant protein 1) homolog 1 
(yeast), ATX1 antioxidant protein 1 homolog 
(veast) 
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SEQ 
ID 


GLGC ' 
ID NO. 


GenBank 
Acc. or 


Model Code 


Human Homologous Gene ■■. 
Name 


Human Homologous Cluster Title 


NO. 




RefSeq ID 
No. 






* * » ' '. ' 


2211 


4193 


AI172274 


dd 




AU RNA binding protein/enoyl-Coenzyme A 
hydratase, ESTs, Weakly similar to 137195 
AU-specific RNA-binding protein / enoyl- 
CoA hydratase homolog [H.sapiens], enoyl 
coenzyme A hydratase 1 , peroxisomal, 
uncharacterized hypothalamus protein 
HCDASE 


1173 


2958 


M996944 


ee 




B-box and SPRY domain containing, ring 
finger protein (C3HC4 type) 8, ring finger 
protein 23 


4290 


15703 


NMJ44750 


f,n,gg, hh, 
PP 


• 


B-cell CLL/lymphoma 3, B-ceil 
leukemia/lymphoma 3, DNA segment, EST 
1068184, ESTs, Weakly similar to T42713 
ankyrin 3, splice form 1 - mouse 
[M.musculus], Homo sapiens cDNA 
FU11375fis, clone HEMBA1000411, 
weakly similar to ANKYRIN, Homo sapiens 
clone 24649 mRNA sequence, Homo 

odjJicMo, oil filial VJ r\li\C!>J t#LM>lM 

1700007B22, clone MGC:26734 
IMAGE:4826296, mRNA, complete cds, 
KIM1223 protein, hypothetical protein 
DKFZp564O043, nuclear factor kappa B 
p105 subunit, nuclear factor of kappa light 
chain gene enhancer in B-cells 1, p105, 
nuclear factor of kappa light polypeptide 


2976 


13499 


L26267 


s 




B-cell CLUlymphoma 3, B-cell 
leukemia/lymphoma 3, ESTs, Weakly similar 
to NUCLEAR FACTOR NF-KAPPA-B P105 
SUBUNIT [M.musculus], ESTs, Weakly 
similar to T42713 ankyrin 3, splice form 1 - 
mouse [M.musculus], Mus musculus, clone 
MGC:7734 1MAGE:3498403, mRNA, 
complete cds, nuclear factor of kappa light 
chain gene enhancer in B-cells 1, p105, 
nuclear factor of kappa light polypeptide 
gene enhancer in B-cells 2, p49/p100 
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SEQ 

ID 

NO. 


GLGC 
ibNO. 


GenBank 
Accor 
RefSeq ID I 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Tjtle 


2131 


14938 


AI170362 


qq 




B-cell GLLYlymphoma 3, B-cell 
leukemia/lymphoma 3, ESTs, Weakly similar 
to NUCLEAR FACTOR NF-KAPPA-B P105 
SUBUNIT [M.musculus], Mus musculus, 
clone MGC7734 IMAGE:3498403, mRNA, 
complete cds, nuclear factor kappa B p105 
subunit, nuclear factor of kappa light chain 
gene enhancer in B-ce!ls 1 , p1 05, nuclear 
factor of kappa light polypeptide gene 
enhancer in B-cells 2, p49/p1 00 


523 


18152 


AA875661 


X 




B-cell CLL/lymphoma 7B, B-cell 
CLL/lymphoma 7C 


3511 


18702 


NM_020080 


00 




B-cell linker, DKFZP564J0123 protein, 
RIKEN cDNA4733401H18gene, 
hypothetical gene supported by BC007071 


3671 


771 


NM_024368 


a, qq 




B-cell src-homology tyrosine kinase, 
chromosome 20 open reading frame 148, 
fyn-related kinase, protein tyrosine kinase 6, 
tyrosine kinase, non-receptor, 2, v-abl 
Abelson murine leukemia viral oncogene 
homolog 1 , v-abl Abelson murine leukemia 
viral oncogene homolog 2 (arg, Abelson- 
related aene^ 


1350 


22545 


AI009747 


z 




B-ceil translocation gene 1, anti- 
proliferative, ESTs, Highly similar to 
TOB1_HUMAN TOB1 PROTEIN 
[H.sapiens], transducer of ERBB2, 1, 
transducer of1ERBB2, 2, transducer of ErbB- 
2.1 


3479 


23678 


NM_019290 


I, u, General 




B-cell translocation gene 3, BTG family, 
member 3 


3479 


23679 


NM.019290 


General, ss 




B-cell translocation gene 3, BTG family, 
member 3 


2443 


9821 


AI180114 


ss 




BCL2/adenovirus E1B 19 kDa-interacting 
protein 1, NIP2, ESTs, Weakly similar to 
NIP2 MOUSE BCL2/ADENOVIRUS E1B 10- 
KDA PROTEIN-INTERACTING PROTEIN 2 
[M.musculus], KIAA0367 protein, KIAA1872 
protein, Mus musculus, Similar to Rho 
GTPase activating protein 1 1 clone 
MGC:7050 IMAGE:31 56467, mRNA, 
complete cds, RIKEN cDNA 311 0043 J09 
gene, hypothetical protein MGC8103 


4140 


23033 


NM_080888 


It 




BCL2/adenovirus E1B 19 kDa-interacting 
protein 3-like, BCL2/adenovirus E1B 19kD 
interacting protein 3-like 
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SEQ < 
ID I 
NO 


3LGC < 
DNO i 

.- : 


3enBank :'• I 
\cc. or 
RefSea ID 
No. 


flodel Code ! 

I 


-luman Homologous Gene:- 1 
sjame 


Human Homologous Cluster Title 


OOlo 


It /Df 


iMivi__uzzoyo 


/ 




3H1 ?-antannnist of cell death Bcl- 

associated death promoter 




10 T/z 


AAQCQQRO i 

HAooyooz 




■ 


3fil ? -associated athanoaene 3 BCL2- 
associated athanogene 5, Bcl2-associated 
ainanogcne o, r\ir\ciN ouimm 1 / uvuo i uuj 
aene 


3538 


20129 


NWL021850 


gg, hh 




BCL2-like2, Bcl2-like2 


919 


22677 


AA942718 


t, ff, pp 




BCL2-related ovarian killer, Bcl2-like 


3805 


444 


NM_031535 


t, mm 




BCL2-related ovarian killer, Bcl2-like 


3805 


445 


NM.031535 


t, mm 




BCL2-related ovarian killer, Bcl2-like, ilvB 

UaUlcildl aoclUlaUlalt; oyilUlaoc/ ui\e 


3805 


446 


NM_031535 


t, w, ii, II, 
mm 




BCL2-related ovarian killer, Bcl2-like, ilvB 
(bacterial acetolactate synthase)-like 


335 


17823 


AA851214 


y 




beta-site APP-cleaving enzyme, 
hypothetical protein MGC7474 


4117 


1888 


NM_057130 


n,bb 




BH3 interacting (with BCL2 family) domain, 
apoptosis agonist, ESTs, Weakly similar to 
HRK MOUSE ACTIVATOR OF APOPTOSIS 
HARAKIRI [M.musculus], harakiri, BCL2 
interacting protein (contains only BH3 
domain) 


2355 


4979 


AI178133 


ss 




Bmp2-induced gene, ESTs, Highly similar to 
CIA1_HUMAN WD40-REPEAT 
CONTAINING PROTEIN ClAO 1 
[H.sapiens], ESTs, Weakly similar to 
LIS1_MOUSE Platelet-activating factor 
acetylhydrolase IB alpha subunit (PAF 
acetylhydrolase 45 kDa subunit) (PAF-AH 
45 kDa subunit) (PAF-AH alpha) (PAFAH 
alpha) (Lissencephaly-1 protein) (LIS-1) 
[R.norvegicus], F-box and WD-40 domain 
protein / ^arcnipciago nomoiog, 
Drosophila), Homo sapiens 38kDa splicing 
factor mRNA, complete cds, Homo sapiens 
cDNA FLJ31861 fis, clone NT2RP7001319, 
RIKEN cDNA 2310009C03 gene, platelet- 
activating factor acetylhydrolase beta 
subunit (PAF-AH beta), platelet-activating 
factor acetylhydrolase, isoform 1b, betal 
subunit, platelet-activating factor 
acetylhydrolase, isoform lb, alpha subunit 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Accor 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title j : 


4286 


8717 


NM J 39333 


gg, hh 




Bmp2-induced gene, ESTs, Weakly similar 
to T2D4JHUMAN TRANSCRIPTION 
INITIATION FACTOR TFIID 100 KDA 
SUBUNIT [H.sapiens], Mus musculus F-box- 
WD40 repeat protein 6 (Fbxw6) mRNA, 
complete cds, Mus musculus, clone 
MGC:7934 IMAGE:3583848, mRNA, 
complete cds, RIKEN cDNA 1500009K01 
gene, RIKEN cDNA 2310009C03 gene, 
RIKEN cDNA 4933429D11 gene, TAF5-like 
RNA polymerase II, p300/CBP-associated 
factor (PCAF)-associated factor, 65 kD, WD 
repeat domain 18, guanine nucleotide 

bind inn nrotpin (G% nrofpin\ hpta nnlvnpntirip 

1, guanine nucleotide binding protein beta 
subunit 4, guanine nucleotide binding 
protein, Deta i , guanine nucieoiiae Dinaing 
proiein, ueia 4, nypouieucai protein 
FU00012, nuclear matrix protein NMP200 


3695 


1035 


NM_030851 


y 




bradykinin receptor B1 , bradykinin receptor, 
beta 


1089 


23852 


AA956746 


p 




BRAF35/HDAC2 complex (80 kDa), 
KIAA1416 protein, hypothetical protein 
FLJ12178, hypothetical protein KIAA1335 


2554 


22387 


AI230753 


a, tt 




brain protein 13 


668 


11997 


AA892828 


II 




branched chain ketoacid dehydrogenase 
E1, beta polypeptide, pyruvate 
dehydrogenase (lipoamide) beta 


1098 


12000 


AA957319 


bb 




branched chain ketoacid dehydrogenase 
E1, beta polypeptide, pyruvate 
dehydroqenase (lipoamide) beta 


2259 


5876 


AI176117 


00 




branched chain ketoacid dehydrogenase 
E1, beta polypeptide, pyruvate 
dehydrogenase (lipoamide) beta 


3698 


21800 


NM_030987 


r. w,z 




BUB3 budding uninhibited by 
benzimidazoles 3 homolog (yeast), ESTs, 
Weakly similar to guanine nucleotide- 
binding protein, beta-1# subunit [Rattus 
norvegicus] [R.norvegicus], Mus musculus, 
clone MGC:7934 1MAGE:3583848, mRNA, 
complete cds, budding uninhibited by 
benzimidazoles 3 homolog (S. cerevisiae), 
guanine nucleotide binding protein, beta 1, 
neural precursor cell expressed, 
developmental^ down-regulated gene 1 
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SEQ < 
ID I 
NO. 


3LGC ( 
D NO. i 

• ; ; ., i 
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3enBank .' f 
tec. or 
KefSeqlD* 
No. 


tfodel Code 1 
1 


-luman Homologous Gene 1 
tome 


Human Homologous Cluster Title 


3698 ! 


21801 


MM.030987 < 


3g, hh 


• 


3UB3 budding uninhibited by 
senzimidazoles 3 homolog (yeast), ESTs, 
Weakly similar to guanine nucleotide- 

tinrlinn nrnhain hpta-lii <?iihnnit fRattim 
Jll lull iy jJiuicin, ucia" lit ouuui in jtnguuo 

norvegicus] [R.norvegicus], Mus musculus, 
clone MGC:7934 IMAGE:3583848, mRNA, 
complete cds, budding uninhibited by 
benzimidazoles 3 homolog (S. cerevisiae), 
guanine nucleotide binding protein, beta 1, 
neural precursor cell expressed, 
developmental^ down-regulated gene 1 


3698 


21806 


NM.030987 


s,u 




BUB3 budding uninhibited by 
benzimidazoles 3 homolog (yeast), ESTs, 
Weakly similar to guanine nucleotide- 
Dinaing protein, uera- iff suDunii ircauus 
norvegicus] [R.norvegicus], Mus musculus, 
clone MGC:7934 IMAG&3583848, mRNA, 
complete cds, budding uninhibited by 
benzimidazoles 3 homolog (S. cerevisiae), 
guanine nucleotide binding protein, beta 1, 
neural precursor cell expressed, 
developmental^ down-regulated gene 1 


725 


17836 


AA893626 


uu 




BUB3 budding uninhibited by 
benzimidazoles 3 homolog (yeast), Guanine 
nucleotide-binding protein beta 1, RIKEN 
cDNA 2700038L12 gene, budding 
uninhibited by benzimidazoles 3 homolog 
(S. cerevisiae), neural precursor cell 
expressed, developmental^ down-regulated 
oene..1 — . _ 


80 


21042 


AA799814 


P 




Ca++/calmodulin-dependent protein kinase 
II, delta subunit, ER to nucleus signalling 1, 
MAP kinase-activated protein kinase 2, Mus 
musculus, clone MGC:18731 
IMAGE:3980838, mRNA, complete cds, 
calcium/calmodulin-dependent protein 
kinase II, delta, expressed sequence 
A1874665 


2793 


21043 


AI237813 


mm 




Ca++/calmodulin-dependent protein kinase 
11, delta subunit, ER to nucleus signalling 1, 
MAP kinase-activated protein kinase 2, Mus 
musculus, clone MGC:18731 J 
IMAGE:3980838, mRNA, complete cds, 
calcium/calmodulin-dependent protein 
kinase II, delta, expressed sequence 

AIR746R5 
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No. 
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Human Homologous Cluster Title 


3785 


6671 


NM.031333 


t, General, 
mm 




cadherin 13, cadherin 2, cadherin 2, type t, 
N-cadherin (neuronal), desmocollin 1, 
desmoqlein 2 


3785 


6672 


NM_031333 


g 




cadherin 13, cadherin 2, cadherin 2, type 1, 
N-cadherin (neuronal), desmocollin 1, 
desmoqlein 2 


3785 


6673 


NM_031333 






cadherin 13, cadherin 2, cadherin 2, type 1, 
N-cadherin (neuronal), desmocollin 1, 
desmoqlein 2 


810 


12335 


AA901065 


k, cc 




calcium binding atopy-related autoantigen 1 


4151 


3458 


NMJ30412 


ii 




calcium binding protein Cab45 precursor, 
stromal cell derived factor 4 


3961 


23211 


NMJ53334 


f, nn 




calcium modulating ligand 


1221 


6965 


AA998523 


h 




calmegin, calnexin 


2167 


20905 


AI171273 


t, mm 




capping protein (actin filament) muscle Z- 
line, beta, capping protein beta 1 


2878 


14882 


D00362 


w, li, rr 




carboxylesterase 3 (brain), esterase 1 


2997 


14881 


M20629 


i\ dd.ll 




carboxylesterase 3 (brain), esterase 1 


2555 


24270 


AI230758 


rr 




cargo selection protein (mannose 6 
phosphate receptor binding protein) 


3717 


1480 


NM_031021 


g 




casein kinase 2, beta polypeptide, casein 
kinase ii, beta subunit 


1958. 


6225 


AI105105 


ss 




CasL interacting molecule, DNA segment, 
EST 573322, KIAA0750 gene product, 
KIM0819 protein, KIAA1364 protein, 
hypothetical protein FLJ 14966. tanaerin 


3587 


4256 


NMJJ22522 


00, uu 




caspase 14, caspase 14, apoptosis-related 
cysteine protease, caspase 2, caspase 2, 
apoptosis-related cysteine protease (neural 
precursor cell expressed, developmental^ 
down-reaulated 21 


3587 


4257 


NM_022522 


k, mm 




caspase 14, caspase 14, apoptosis-related 
cysteine protease, caspase 2, caspase 2, 
apoptosis-related cysteine protease (neural 
precursor cell expressed, developmental^ 
down-reaulated 2) ! 


4232 


24672 


NMJ38517 


ii 




cathepsin G, granzyme B, granzyme B 
(granzyme 2, cytotoxic T-lymphocyte- 
associated serine esterase 1), granzyme C, 
similar to granzyme B (granzyme 2, 
cytotoxic T-lymphocyte-associated serine 
esterase 1HH. sariens^ 


3409 


1894 


NMJ)17320 


ii, nn, pp 




cathepsin S 
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SEQ 

ID 
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lDNO:- 
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Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
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Human Homologous Cluster Title 


4036 


16122 


NM_053698 


mm 




Cbp/p300-interacting transactivator with 
Glu/Asp-rich carboxy-terminal domain 1, 
Cbp/p300-interacting transactivator, with 
Glu/Asp-rich carboxy-terminal domain, 1, .. 
Cbp/p300-interacting transactivator, with 

OlU/Aap-llUIl Odl UUAy-lcl Ullildl UUiMdlil, C, 

Cbp/p300-interacting transactivator, with 
GIn/Asn-rinh rarhoxv-terminal domain. 4 


4036 


16123 


NMJ)53698 


ee 


- 


Cbp/p300-interacting transactivator with 
Glu/AsD-rich carboxv-terminal domain 1 . 
Cbp/p300-interacting transactivator, with 
Glu/Asp-rich carboxy-terminal domain, 1, 
Cbp/p300-interacting transactivator, with 
Glu/Asp-rich carboxy-terminal domain, 2, 
Cbp/p300-interacting transactivator, with 
Glii/Aso-rich oarboxv-termjnal domain, 4 


2972 


24518 


L19927 


L v mm 




CCR4-NOT transcription complex, subunit 
7 EST Hiahlv similar to G Chain G Rat 
Liver F1-Atpase [R.norvegicus], expressed 
seauence C80464 


3236 


8898 


NM_013087 


q,tt 




CD 81 antigen, CD81 antigen (target of 
antiproliferative antibody 1), ESTs, Weakly 
similar to CD81 ANTIGEN [M.musculus], 
ESTs, Weakly similar to CD81JRAT CD81 
antigen (26 kDa cell surface protein TAPA- 
1) (Target of the antiproliferative antibody 1) 

TR nnrv/onipi icl 
i rv.i lui vcuiuua i 


3528 


19710 


NM_021744 


bb 




CD1 4 antigen 


3588 


4412 


NM_022523 


j.x 




CD151 antigen, ESTAI426782, ESTs, 
Moderately similar to C151 MOUSE 
PLATELET-ENDOTHELIAL TETRASPAN 
ANTIGEN 3 [M.musculus], RIKEN cDNA 
1 1 1 0014F1 2 gene, RIKEN cDNA 
221 0021 G21 gene, RIKEN cDNA 
2610042G18 gene, RIKEN cDNA 
2700063A1 9 gene, transmembrane 4 
snnprfamilv mfimhfir R 


3315 


1523 


NMJ317079 


General 




CD1B antigen, b polypeptide, CD1D 
antigen, d polypeptide, CD1E antigen, e 
polypeptide, CD1d1 antigen, CD1d2 
antiqen. expressed seauence AI747460 


4104 


21066 


NMJ)54001 


c, v, ii, rr 




CD36 antigen (collagen type I receptor, 
thrombospondin receptor)-like 2, CD36 
antigen (collagen type I receptor, 
thrombospondin receptor)-like 2 (lysosomal 
integral membrane protein II), EST, 
Moderately similar to LYIIHUMAN 
LYSOSOME MEMBRANE PROTEIN II 
fH sarins! 



BNSDOCID: <WO 03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



415 



TABLE 2 




i. 




Attorney Docket No. 44921 -51 13WO 
Document No. 1 926271 .2 


SEQ 

ID 

NO. 
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GenBank 
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RefSeq ID 
No. 


Model Code 


Human Homologous Gene . 
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Human Homologous Cluster Title ] 


498 


15371 


AA875205 


XX 




CDA02 protein, ESTs, Weakly similar to 
IF39JHUMAN EUKARYOTIC 
TRANSLATION INITIATION FACTOR 3 
SUBUNIT9rH.saDiensl 


498 


15372 


AA875205 


y, General, 

gg, hh, li 




CDA02 protein, ESTs, Weakly similar to 
IF39JHUMAN EUKARYOTIC 
TRANSLATION INITIATION FACTOR 3 
SUBUNIT9[H.saDiensl 


786 


15373 


AA900018 


X 




CDA02 protein, ESTs, Weakly similar to 
IF39JHUMAN EUKARYOTIC 
TRANSLATION INITIATION FACTOR 3 
SUBUNIT9rH.saDiensl 


44 


20973 


AA799581 


v, General 




CDA11 protein, Homo sapiens cDNA 
FLJ12997 fis, clone NT2RP3000247, Homo 
sapiens, clone IMAGE:3689276, mRNA, 
KIAA021 8 aene product \ 


921 


22102 


AA942845 = 


m 




CDA11 protein, Homo sapiens cDNA 
FU12997 fis, clone NT2RP3000247, Homo 
sapiens, clone IMAGE:3689276, mRNA, 
KIAA0218 gene product 


297 


6635 


AA849786 


bb, 11 




CDC-like kinase 2, CDC-like kinase 3, EST, 
Highly similar to CLK3_RAT Protein kinase 
CLK3 (CDC-like kinase 3) [R.norvegicus], 
ESTs, Weakly similar to CLK3_RAT Protein 
kinase CLK3 (CDC-like kinase 3) 
rR.norveaicusl 


2335 


17773 


AI177513 


y 




CDC-like kinase 3, EST, Highly similar to 
CLK3_RAT Protein kinase CLK3 (CDC-like 
kinase 3) [R.norvegicus], ESTs, Weakly 
similar to CLK3_RAT Protein kinase CLK3 
(CDC-like kinase 3) [R.norvegicus], Homo 
sapiens cDNA: FLJ21653fis, clone 
COL08586, highly similar to HUMKINCDC 
Human protein kinase mRNA 


4468 


463 


X83579 


f, q, u, ww 




CDK-related protein kinase PNQLARE, 
cyclin-dependent kinase 7 (M015 homolog, 
Xenopus laevis, cdk-activating kinase), 
cyclin-dependent kinase 7 (homolog of 
Xenopus M015 cdk-activating kinase) 


1571 


15240 


AI044241 


General 




cell death-inducing DFFA-like effector b, 
expressed sequence AI790179 


1644 


15241 


AI058382 


General 




cell death-inducing DFFA-like effector b, 
expressed sequence AI790179 


493 


7875 


AA875127 


X 




cell division cycle 2-like 5 (cholinesterase- 
related cell division controller) 
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NO 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeqID 
No. 


Model Code 


Human Homologous Gene 
Name < 


Human Homologous Cluster Title 


1585 


5556 


AI044638 


ii 




cell division cycle associated 4, 
transcriptional regulator interacting with the 
PHS-bromodomain 2 


4266 


16176 


NM J 39087 


u 




cell growth regulatory with EF-hand domain 


4191 


745 


NMJ33567 


cc 




Centaurin-alpha2 protein, EST, Weakly 
similar to T42627 ADP-ribosylation factor- 
directed GTPase activating protein, isoform 
a - mouse [M.musculus], ESTs, Weakly 
similar to Centaurin-alpha2 protein [Rattus 
norveaicusl IR norveaicusl. ESTs. Weaklv 
similar to T42627 ADP-ribosvlation factor- 
rlirprtpd C5TPa<;p artivatina nrotein tefiforrn 

Ull vwlvU v? X X UuW UvU iUUI 1M l/l Ulvll 1, luWIvl III 

a - mmi^p riV/l mncn ill icl RIKFK1 rDMA 

a IIIUUOC [Ivl.l 1 lUoOUlUOji J\l l\L_l N V/UIMrA 

17nnf4*^flP1 n non a ppntfHirin hc*\a 0 ■ 

centaurin, beta 5, development and 
differentiation enhancing, hypothetical 

rtrrvtoin Al 1^^9DP 


673 


22872 


AA892859 


a. rr 




cerebral cell adhesion molecule ! 


1080 


24046 


AA956185 


e 




CGI-10 protein 


2136 


24048 


AI170570 


qq 




CGI-10 protein 


2146 


1923 


AI1 70754 


r, z, ee 




CGI-1 27 protein 


2391 


1924 


A1178902 


r,z 




CGM 27 protein 


1231 


3660 


AA998833 


j 




CG1-141 protein, ESTs, Weakly similar to 
T46908 hypothetical protein 
DKFZD761G2423.1 Hsaoiensl 


2620 


3662 


AI232506 


0 




CGI-141 protein, ESTs, Weakly simitar to 
T46908 hypothetical protein 
DKFZp761G2423.1 m.sapiensl 


1207 


3367 


AA998110 


XX 




CGI-143 protein ! 


2900 


2744 


D87991 


b, e, q, dd 




CGI-1 9 protein, ESTs, Weakly similar to 
JC5026 UDP-galactose transporter related 
protein 1 - rat [R.norvegicus], Mus 
musculus, clone MGC:31031 
IMAGE:51 37689, mRNA, complete cds, 
UDP-galactose translocator 2, UDP- 
galactose transporter related, YEA4 protein, 
expressed sequence AI428480, hypothetical 

nmtfiin MNfih-4414 


2787 


14837 


AI237638 


k, mm 




CGI-63 protein, KIAA1576 protein, Mus 
musculus, Similar to vesicle amine transport 
protein 1, clone MGC:38107 
IMAGE:5320239. mRNA. compete cds 
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SEQ 
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NO. 
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ID NO. 


GenBank 
Acc. or 
ReifSeq ID 
No. 


Model Code 


Human Homologous Gene \. 
Name 


Human Homologous Cluster Title 


4269 


734 


NM_1 39094 


d 




CGI-74-like SR-rich, DNA segment, Chr 17, 
human D6S45, EST, Weakly similar to 
SRA4JHUMAN CTD-BINDING SR-LIKE 
PROTEIN RA4 [H.sapiens], ESTs, Highly 
similar to T31420 C-terminal domain-binding 
protein rA8 - rat [R.norvegicus], ESTs, 
Moderately similar to RD PROTEIN 
M.musculus], ESTs, Weakly similar to RD 
PROTEIN [M.musculus], ESTs, Weakly, 
similar to T31420 C-terminal domain-binding 
protein rA8 - rat [R.norvegicus], KIAA1116 
protein, expressed sequence A1447644, 
expressed sequence AI448652, hypothetical 
protein FLJ10290, pre-mRNA splicing SR 


481 


16319 


AA875047 


tt 




chaperonin containing TCP1 , subunit 6A 
(zeta 1), chaperonin subunit 6a (zeta) 


3713 


1024 


NM_031016 


k 




cholinergic receptor, muscarinic 2 


1229 


20271 . 


AA998747 


cc, mm 




chromosome 1 open reading frame 17, 
procollagen lysine, 2-oxoglutarate 5- 
dipxygenase 2, procollagen-lysine, 2- 
oxoglutarate 5-dioxygenase (lysine 
hydroxylase) 2, procollagen-lysine, 2- 
oxoglutarate 5-dioxygenase (lysine 
hydroxylase, Ehlers-Danlos syndrome type 
VI), procollagen-lysine, 2-oxoglutarate 5- 
dioxygenase 1, procollagen-lysine, 2- 
oxoglutarate 5-dioxygenase 3 


4062 


20270 


NMJ53827 


bb, mm 




chromosome 1 open reading frame 17, 
procollagen lysine, 2-oxoglutarate 5- 
dioxygenase 2, procollagen-lysine, 2- 
oxoglutarate 5-dioxygenase (lysine 
hydroxylase) 2, procollagen-lysine, 2- . 
oxoglutarate 5-dioxygenase (lysine 
hydroxylase, Ehlers-Danlos syndrome type 
VI), procollagen-lysine, 2-oxoglutarate 5- 
dioxygenase 1, procollagen-lysine, 2- 
oxoglutarate 5-dioxygenase 3 


2360 


23248 


AI178267 


b, f, p, q, 
General, dd 




chromosome 1 open reading frame 9 


2748 


23249 


AI236597 


P.ff 




chromosome 1 open reading frame 9 


76 


18880 


AA799801 


bb, ii 




chromosome 11 open reading frame 17, 
predicted qene ICRFP703B1614Q5.6 


95 


18881 


M799992 


a.d 




chromosome 11 open reading frame 17, 
predicted qene ICRFP703B1614Q5.6 


95 


18883 


AA799992 


a 




chromosome 11 open reading frame 17, 
predicted aene ICRFP703B1614Q5.6 
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SEQ 

iD 

NO. 
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DNO.; 

'. : 


GenBank 
Acc or 
RefSeqID ' 
No. 


Mode) Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


2402 


13055 


AI179100 


General, jj 




chromosome 14 open reading frame 1 


1461 


23444 


AI013448 


fT 




chromosome 20 open reading frame 30 


1603 


5715 


AI045158 


V 




chromosome 20 open reading frame 55 


1216 


14379 


AA998415 


rr. 




Cip1-lnteracting zinc finger protein, ESTs, 
Weakly similar to A40016 matrin 3 - rat 
RnorvegicusJ, matrin 3, nuclear protein, 
nuclear protein 220 


1840 


16814 


AI101462 






cisplatin resistance related protein CRR9p 


4063 


17154 


NM_053835 


d 




clathrin, light polypeptide (Lea), clathrin, 
light polypeptide (Lcb), expressed sequence 
AV026556 • 


1064 


23637 


AA955587 


PP 




cleavage stimulation factor, 3 1 pre-RNA, 
subunit1.50kD 


4216 


1557 


NMJ34403 


qq» ss, w 




CLLL7 protein, DKFZP586C1619 protein, 
ESTs, Weakly similar to T31081 cca3 
protein - rat [R.norvegicus], Homo sapiens 
cDNA FU25141 fis, clone CBR071 51, 
RIKEN cDNA 4933432B1 3 gene, RIKEN | 

uuinm \jOO\J*r\j'-rc i o yciio, L»l II Ul UUoVU It? 

condensation 1-like, expressed sequence 


2807 


17108 

s 


AI639017 


bb 




CLLL8 protein, EST, Highly similar to 
S30385 G9a protein [H.sapiens], ESTs, 
Weakly similar to T17453 ERG-associated 
protein ESET - mouse [M.musculus], SET 
domain, bifurcated 1, euchromatic histone 
methyltransferase 1 , suppressor of 
variegation 3-9 (Drosbphila) homolog 2; 
hvnnthetfoalTVrotein FLJ23414 


1504 


7420 


AI029291 


I 




CIpX caseinolytic protease X homolog (E. 
coli) 


4144 


9952 


NMJ)80902 


XX 




CLST 11240 protein, DKFZP564K247 
protein, ESTs, Highly similar to T14766 
hypothetical protein DKFZp564K247.1 
[H.sapiens], ESTs, Weakly similar to 
hypoxia induced gene 1 [Rattus norvegicus] 
[R.norvegicus], Homo sapiens mRNA; cDNA 
DKFZp434A1627 (from clone 
DKFZp434A1627), RIKEN cDNA 
20101 10M21 gene, RIKEN cDNA 
2310056K19 gene, hypothetical protein 
. MGC21 P8 hvnnyia in<* in^rl hapqjL 


755 


3908 


AA894259 


j 




CLST 11240 protein, RIKEN cDNA 
20101 10M21 gene, RIKEN cDNA 
2310056K19 gene, hypoxia induced gene 1 
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SEQ 

jo ■ 

NO. 


GLGC 
ID NO. 


GehBahk 
Acc.or 
RefSeq ID 
No. 


Mode) Code 


Human Homologous Gene 
Name l 


Human Homologous Cluster Title 

. : . ■ '' e • •*"■* 


2324 


16175 


AI177145 


w 


• 


CMP-NeuAC:(beta)-N- 
acetylgalactosaminide (alpha)2,6- 
sialyltransferase member VI, ESTs, Weakly 
similar to CAG7_RAT ALPHA-N- 
ACETYLGALACTOSAMINIDE ALPHA-2,6- 
SIALYLTRANSFERASE (ST6GALNACIII) 
(STY) [R.norvegicus], sialyitransferase 7D 
((a!pha-N-acetylneuraminyl-2,3-beta- 
galactosyl-1 ,3)-N-acetyl galactosaminide 
alpha-^B-sialyltransferase), similar to 
sialyitransferase 7 ((alpha-N- 
acetylneuraminyl 2,3-betagalactosyl-1 ,3)-N- 
acetyl galactosaminide alpha-2,6- 
sialyltransferase) E 


2964 


107 


L14001 


General, 
mm 




CMRF35 leukocyte immunoglobulin-like 
receptor, EST, Weakly similar to PIGRJRAT 
Polymeric-immunoglobulin receptor 
precursor (Poly-IG receptor) (PIGR) 
[Contains: Secretory component] 
[R.norvegicus], Fc receptor, IgA, IgM, high 
affinity, Homo sapiens, similar to CMRF35 
ANTIGEN PRECURSOR, done MGC:26887 
IMAGE:4827737, mRNA, complete cds, 
Mus musculus polymeric immunoglobulin 
receptor 3 precursor (Pigr3) mRNA 
complete cds, RIKEN cDNA 1810037B05 
gene, RIKEN cDNA 2310016B05 gene, 
immunoglobulin superfamily, member 7, 
polymeric immunoglobulin receptor, 
regulator of Fas-induced apoptosis 


2965 


108 


L14002 


I, m, u, 
General, cc t 
kk, w 




CMRF35 leukocyte immunoglobiilin-like 
receptor, EST, Weakly similar to PIGR_RAT 
Polymeric-immunoglobulin receptor 
precursor (Poly-IG receptor) (PIGR) 
[Contains: Secretory component] 
[R.norvegicus], Fc receptor, IgA, IgM, high 
affinity, Homo sapiens, similar to CMRF35 
ANTIGEN PRECURSOR, clone MGC:26887 
IMAGE:4827737, mRNA, complete cds, 
Mus musculus polymeric immunoglobulin 
receptor 3 precursor (Pigr3) mRNA, 
complete cds, RIKEN cDNA 1810037B05 
gene, RIKEN cDNA 2310016B05 gene, 
immunoglobulin superfamily, member 7, 
polymeric immunoglobulin receptor, 
regulator of Fas-induced apoptosis 
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SEQ 
ID 

NO,' 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID. 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


2967 


109 


L14004 


b t General, 
w 




CMRF35 leukocyte immunogiobulin-Iike 
receptor, EST, Weakly similar to PIGR_RAT 
Polymeric-immunoglobulin receptor 
precursor (Poiy-IG receptor) (PIGR) 
Contains: Secretory component] 
Rnorvegicus], Fc receptor, IgA, IgM, high 
affinitv Homo saoiens similar to CMRF35 
ANTIGEN PRECURSOR, clone MGC:26887 
IMAGE:4827737, mRNA, complete cds, 
Mus musculus polymeric immunoglobulin 
receptor 3 precursor (Pigr3) mRNA, 
complete cds, R1KEN cDNA 1810037B05 
gene, RIKEN cDNA 2310016B05 gene, 
immunoglobulin superfamily, member 7, 
polymeric Immunoglobulin receptor, 
regulator of Fas-induced apoptosis 


4354 


110 


U01145 


I, General, 
kk 




CMRF35 leukocyte immuhoglobulin-like 
receptor, EST, Weakly similar to PIGR_RAT 
Polymeric-immunoglobulin receptor 
precursor (Poly-IG receptor) (PIGR) 
[Contains: Secretory component] 
[R.norvegicus], Fc receptor, IgA, IgM, high 
affinity, Homo sapiens, similar to CMRF35 
ANTIGEN PRECURSOR, clone MGC.26887 
IMAGE:4827737, mRNA, complete cds, 
Mus musculus polymeric immunoglobulin 
receptor 3 precursor (Pigr3) mRNA, 
complete cds, RIKEN cDNA 1810037B05 
gene, RIKEN cDNA 231 0016B05 gene, 
immunoglobulin superfamily, member 7, 
polymeric immunoglobulin receptor, 
regulator of Fas-induced apoptosis 
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Model Code 
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Human Homologous Cluster Title 


4357 


111 ; 


U02506 


b, General, 
kk, vv 




CMRF35 leukocyte immunoglobulin-like 
receptor, EST, Weakly similar to PIGRJRAT 
Polymeric-immunoglobulin receptor 
precursor (Poly-IG receptor) (PIGR) 
[Contains: Secretory component] 
[R.norveglcus], Fc receptor, IgA, IgM, high 
affinity, Homo sapiens, similar to CMRF35 I 
ANTIGEN PRECURSOR, clone MGC:26887 
IMAGE:4827737, mRNA, complete cds, 
Mus musculus polymeric immunoglobulin 
receptor 3 precursor (Pigr3) mRNA, 
complete cds, RIKEN cDNA 1810037B05 
gene, RIKEN cDNA 2310016B05 gene, 
immunoglobulin superfamily, member 7, 
polymeric immunoglobulin receptor, 
regulator of Fas-induced apoptosis 


2446 


17365 


AH 80249 


m 




colon cancer-associated protein Mid 


3322 


20653 


NM.017104 


s 




colony stimulating factor 3 (granulocyte) 


1270 


8008 


AF039584 


XX 




Complement component 4 binding protein, 
alpha, Mus musculus decay accelerating 
factor glycosyiphoshatidylinositol-anchored 
form (DAF) mRNA, partial cds, complement 
component 4 binding protein, complement 
component 4 binding protein, alpha, decay 
accelerating factor 1, expressed sequence 
AI195242, expressed sequence AI323748, 
7pnq oelluoiria 3 rec-Rntnr 


4124 


358 


NMJ357146 


u, vv 




complement component 9 


3552 


6585 


NM_022266 


y 




connective tissue growth factor 


193 


2845 


AA818026 


h 




COP9 (constitutive photomorphogenic) 
homolog, subunit 6 (Arabidopsis thaliana), 
eukaryotic translation initiation factor 3, 
subunit 5 (epsilon), eukaryotic translation 
initiation factor 3, subunit 5 (epsilon, 47kD), 
expressed sequence AW1 07203, 
proteasome (prosome, macropain) 26S 
subunit. non-ATPase. 7 


715 


13088 


AA893495 


X 




corticosteroid binding globulin, serine (or 
cysteine) proteinase inhibitor, clade A (alpha 
1 antiproteinase, antitrypsin), member 6 


3625 


53 


NM_022714 


v. ii 




corticotropin releasing hormone receptor 2 


2479 


22915 


AI228299 


m,H 




craniofacial development protein 1 


2261 


7711 


AI176125 


e 




CS box-containing WD protein, SOCS box- 
containinq WD protein SWiP-1 
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SEQ 

ID 

NO. 


GLGC 
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GenBank 
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No. ^ - ;. 
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Human Homologous Gene 
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. . " "*' 


Human Homologous Cluster Title : 

' • - . • " 


1953 


22957 


AI1 04897 


u, w 




CTAGE-1 protein, ESTs, Moderately similar 
to MEA6_HUMAN MENINGIOMA- 
EXPRESSED ANTIGEN 6/1 1 (MEA6) 
(MEA1 1) [H.sapiens], ESTs, Weakly similar 
to MEA6_HUMAN MENINGIOMA- 
FXPRFSSFD ANTIGEN 6/1 1 (MFAfi^ 

L-/\l [\L00LU rXW 1 IVjUM VM 1 1 yiVII—TWy 

(MEA11) [H.sapiens], KIAA0268 protein, 
meningioma expressed anugen o ycoiieu- 
onil nroline-rinh) 


766 


15009 


AA899106 


PP 




cyclin D2 


3136 


17257 


NMJM2766 


x, ll f rr, ww 




cyclin D3 


3136 


17258 


NM 012766 


I, k, nn, ww 




cyclin D3 


4305 


1448 


NMJ45783 


00 




cytochrome c oxidase subunit Va, 
cytochrome c oxidase, subunit Va 


4005 


21423 


NM_053586 


r 




cytochrome c oxidase subunit Vb, 
cytochrome c oxidase, subunit Vb 


4005 


21424 


NMJJ53586 


e, Genera! 




cytochrome c oxidase subunit Vb, 
cytochrome c oxidase, subunit Vb 


3817 


15024 


NM.031572 


General, II, 

qq 




cytochrome P450, 2c40, cytochrome P450, 
subfamily HC (mephenytoin 4-hydroxylase), 
polypeptide 19, expressed sequence 
AI662255 


3817 


15025 


NM_031572 


bb.qq 




cytochrome P450, 2c40, cytochrome P450, 
subfamily IIC (mephenytoin 4-hydroxylase), 
polypeptide 19, expressed sequence 
AI662255 


4270 


17119 


NM J 39098 


P 




DEAD (aspartate-glutamate-alanine- 
aspartate) box polypeptide 5, ESTs, 
Moderately similar to A57514 RNA helicase 
HEL117 - rat [R.norvegicus], ESTs, Weakly 
similar to A57514 RNA helicase HEL117 - 
rat [R.norvegicus], ESTs, Weakly similar to 
PROBABLE RNA-DEPENDENT HELICASE 
P68 [M.musculus], Homo sapiens cDNA 
FLJ25329 fis, clone TST00542, Mus 
musculus, clone MGC:31579 
IMAGE:4505095, mRNA, complete cds, 
RIKEN cDNA 2310061004 gene, RIKEN 
CDNA4921506D17 gene, RNA helicase, 
expressed sequence AI325430 
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Human Homologous Cluster Tjtle ; 


3999 


4327 


NMJJ53563 


w.tt 




DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 20, DEAD/H (Asp-Glu-Ala- 
Asp/His) box polypeptide 20, 103kD, 
DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 39, DEAD/H (Asp-Glu-Ala- 
Asp/His) box polypeptide 6 (RNA helicase, 
54kD), DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 7 (RNA helicase, 52kD), EST, 
Moderately similar to HLA-B-associated 
transcript 1 A; DNA segment, Chr 17, human 
D6S81E 1; nuclear RNA helicase Bat1 [Mus 
musculus] [M.musculus], HLA-B-associated 
transcript 1A 


2515 


23858 


AI229450 


r 




DEAD-box protein, ESTs, Weakly similar to 
DDX5 MOUSE PROBABLE RNA- 
DEPENDENT HELICASE P68 
[M.musculus], Homo sapiens cDNA 
FLJ25329 fis, clone TST00542, Homo 
sapiens, Similar to RIKEN cDNA 
231 0061 004 gene, clone MGC:21 583 
IMAGE:4479998, mRNA, complete cds, 
Mus musculus, clone MGC:31579 
IMAGE:4505095, mRNA, complete cds, 
RIKEN cDNA 9130430L19 gene, RNA 

hofir^co ovnroccoH connonro A 1*39^4^0 


3594 


12422 


NM_022546 


bb 


• 


death-associated kinase 3, death- 
associated protein kinase 1, death- 
associated protein kinase 3, expressed 
sequence AM 20141 , serine/threonine 
kinase 17a (apoptosis-inducing), 
serine/threonine kinase 17b (apoptosis- 
inducina) 


3898 


16155 


NM_031810 


LL ft 

bb, fr 




defensin beta 1, defensin beta 2, defensin, 
beta 1, expressed sequence AW260221 


4040 


4324 


NMJ)53744 


cc 




delta-like 1 homolog (Drosophila), 
expressed sequence AW742678 


2328 


23162 


All / fOOO 


a, q, x, dd 




dermatopontin 


1426 


12766 


AI012505 


ee 




diacylglycerol O-acyltransferase 2, 
K^.cylglycerol O-acyltransferase homolog 2 
>ou$e) 


4146 


4739 


NM_1 30400 


ff 




dinydrofolate reductase 


1218 


3558 


AA998461 


00 




DKFZP434F091 protein, gene trap ROSA 
26 antisense, Philippe Soriano, hypothetical 
protein MGC2454 
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1460 


12794 


AI013442 


ee 




DKFZP434J154 protein, ESTs, Moderately 
similar to T12539 hypothetical protein 
DKFZp434J154.1 [H.sapiens], Homo 
sapiens cDNA FLJ1 3282 fis, clone 
OVARC1001092, highly similar to Homo 
sapiens mRNA for JM5 protein, hypothetical 
protein 628, hypothetical protein FLJ10055 


1007 


22636 


AA945724 


V 




DKFZP434M154 protein, Homo sapiens, 
clone !MAGE:3882977, mRNA, partial cds, 
chromosome 14 open reading frame 4 


1583 


7136 


AI044604 


s 




DKFZP434N093 protein 


852 


5009 


AA924737 


qq 




DKFZP434P1 06 protein, ESTs, Weakly 
similar to T17237 hypothetical protein 
DKFZp434P106.1 [H.sapiens], hypothetical 
protein FLJ14906, hypothetical protein from 
EUROIMAGE 588495 


303 


22071 


AA849843 


UU, WW 




DKFZP547E2110 protein, hypothetical 
protein FU 10604 


1404 


14267 


AI011738 


d, o 




DKFZP564B167 protein, RIKEN cDNA 
2010002107 gene, RIKEN cDNA 
2610205H19qene 


1718 


9054 


AI070138 


dd 




DKFZP564C103 protein, RIKEN cDNA 
1110028N05gene 


4262 


17185 


NMJ38919 


dd 




DKFZP564G0222 protein, ESTs, 
Moderately similar to T12451 hypothetical 
protein DKFZp564G0222.1 [H.sapiens], 
RIKEN CDNA1110002A21 aene 
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Model Code 


Human Homologous Gene 
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Human Homologous Cluster Title 


110 


15659 

i 


AA800199 


ss 




DKFZp564J157 protein, EST, Weakly 
similar to B24264 proline-rich protein MP3 - 
mouse [M.musculus], EST, Weakly similar " 
to B36298 proline-rich protein PRB3S 
[H.sapiens], EST, Weakly similar to 
CGHU3B collagen alpha 3(IV) chain 
precursor, long splice form [H.sapiens], 
EST, Weakly similar to D40750 proline-rich 
protein PRB1/2S [Hsapiens], EST, Weakly 
similar to PIHUB6 salivary proline-rich 
protein precursor PRB1 [Ksapiens], EST, 
Weakly similar to PRP1_HUMAN 
SALIVARY PROLINE-RICH PROTEIN 
PRECURSOR [H.sapiens], EST, Weakly 
similar to T34520 hypothetical protein 
DKFZp564J157.1 [H.sapiens], ESTs, Highly 
similar to T34520 hypothetical protein 
DKFZp564J157.1 [H.sapiens], ESTs, 
Weakly similar to B24264 proline-rich 
protein MP3 - mouse [M.musculus], ESTs, 
Weakly similar to T34520 hypothetical 
protein DKFZp564J157.1 [H.sapiens] 


2007 


10780 


AI136555 


j 




DKFZP564O0823 protein, ESTs, Weakly 
similar to S59856 collagen alpha 1(111) chain 
precursor - mouse [M.musculus], 
hypothetical protein DKFZp547D065, 
hypothetical protein FLJ13725, mucin and 
cadherin-Hke.-splicing factor 3a, subunit 2, 
66KD 


1406 


18684 


AI011812 


PP 




DKFZP5640123 protein, putative breast 
adenocarcinoma marker (32kD) 


2374 


23456 


A1178665 


P 




DKFZP566B183 protein, ESTs, Highly 
similar to T08719 hypothetical protein 
DKFZp566B183.1 [H.sapiens], hypothetical 
protein FLJ10420 


1684 


8347 


AI059519 


dd 




DKFZP566D21 3 protein, EST, Moderately 
similar to EPIDERMAL GROWTH FACTOR 
PRECURSOR [M.musculus], Homo sapiens 
mRNA; cDNA DKFZp434O0213 (from clone 
DKFZp434O0213); partial cds, hypothetical 
protein MGC1 1256, nidogen 2 


1463 


12795 


AI013482 


y 




DKFZP566F2124 protein, enhancer of 
polycomb 1 
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id ■] 


IDN& 


Acc. or 




Name ^V'>V. 




NO, 




RefSeqID 
No. 




... - . • 




2606 


15122 


AI232303 


g, General, 
dd 




DKFZP566H073 protein, Homo sapiens, 
clone MGC:27006 IMAGE:4828408, mRNA, 
complete cds, goliath protein, hypothetical 
protein FLJ12526, hypothetical protein 
FLJ20315 


1455 


11969 


AI013273 


rr 




DKF2P566I1024 protein, ESTs, Highly 
similar to A27496 glia-derived nexin I alpha 
precursor [H.sapiensl 


2918 


4360 


H31813 


z, General 




DKFZP586B1621 protein 


341 


3833 


AA851255 


ss 




DKFZP586F1524 protein 


4296 


1949 


NMJ45092 


f, I, ii, nn 




DKFZP586G011 protein, ESTs, Moderately 
similar to 161 730 lamina associated 
polypeptide 1 C short splice form - rat 
[Rnorvegicus], ESTs, Weakly similar to 
161730 lamina associated polypeptide 1C 
short splice form - rat [R.norvegicus], ESTs, 
Weakly similar to T08767 probable lamina- 
associated protein DKFZp586G01 1.1 
[H. sapiens], Homo sapiens, clone 
IMAGE:4651703, mRNA, Mus musculus, 
clone MGC:6357 IMAGB3493883, mRNA, 

romnloto /vie 


2726 


7307 


AI235935 


g,oo 




DKFZP586G1517 protein, EST, Moderately 
similar to A Chain A, Human 
Tetrahydrofolate Dehydrogenase 
[H.sapiens], ESTs, Highly similar to T17244 
hypothetical protein DKFZp586G1517.1 
[H.sapiens], ESTs, Weakly similar to 
C1TC_RAT C-1 -tetrahydrofolate synthase, 
cytoplasmic (C1-THF synthase) [Includes: 
Methylenetetrahydrofolate dehydrogenase ; 
Methenyltetrahydrofolate cyclohydrolase ; 
Formyltetrahydrofolate synthetase ] 
[R.norvegicus], expressed sequence 
AI647056, hypothetical protein FLJ13105 


2528 


4722 


A1230038 


c, il 




DKFZP586M1 523 protein 


616 


4373 


AA892310 


V 




DKFZP586O01 20 protein 
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3811 


1822 


NMJ31553 


C, WW 




DNA polymerase epsilon, subunit 3, ESTs, 
Moderately similar to CCAAT-BINDING 
TRANSCRIPTION FACTOR SUBUNIT A 
[M.musculus], ESTs, Weakly similar to 
A23692 transcription factor, CCAAT-binding, 
chain A1 - rat [R.norvegicus], RIKEN cDNA 
1810034K18 gene, down-regulator of 
transcription 1, down-regulator of 
transcription 1, TBP-binding (negative 
cofactor 2), nuclear transcription factor Y, 
beta, nuclear transcription factor-Y beta, 
polymerase (DNA directed), epsilon 3 (p17 

ciiKnnH\ 


3897 


1000 


NMJ)31809 


j 




DNA segment on chromosome X (unique) 
9928 expressed sequence, ESTs, Weakly 
similar to cyclic nucleotide-gated channel 
beta subunit 1 [Rattus norvegicus] 
[R.norvegicus], RIKEN cDNA 1100001D19 
gene, SH3-binding domain glutamic acid- 
rich protein, cyclic nucleotide gated channel 
beta 1, cyclic nucleotide gated channel beta 
3, protein kinase C substrate 80K-H 


1608 


6241 


AI045321 


bb 




DNA segment, Chr 1 , ERATO Doi 309, 
expressed, EST, Weakly similar to 
POL1J-IUMAN RETROVIRUS-RELATED 
POL POLYPROTEIN [H.sapiens], ESTs, 
Moderately similar to POL1_HUMAN 
RETROVIRUS-RELATED POL 
POLYPROTEIN [H.sapiens], HSU18004 
Homo sapiens cDNA, Homo sapiens cDNA: 
FU23457 fis, clone HSI07266, Murine 
(DBA/2) mRNA fragment for gag related 
peptide, Mus musculus, clone 
IMAGE:5068294, mRNA, partial cds, 
expressed sequence AU022855, 
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No. 
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2170 


11419 


AI171365 


k 




DNA segment Chr 1, Pasteur Institute 1, 
ESTs, Moderately similar to A57514 RNA 
helicase HEL117 - rat [R.norvegicus], ESTs, 
Weakly similar to PUTATIVE ATP- • 
DEPENDENT RNA HELICASE PL10 
[Mmusculus], Homo sapiens cDNA 
FLJ25329 fis, clone TSTO0542, Mus 
musculus, Similar to DEAD/H (Asp-Glu-Ala- 

A^n/Hta\ hny nnlvnAntirip 07 Hnnp 

/nop/ 1 iioj uua puiy jjcpuuc- ct t uiuiic 

IMAGE:41 67383, mRNA, partial cds, Mus 
musculus, clone MGC:31 579 
IMAGE:4505095, mRNA, complete cds, 
RNA helicase, expressed sequence 


116 


18442 


AA800258 


f, pp, WW 




DNA segment, Chr 1 1, Wayne State 
University 99, expressed, hypothetical 
protein FLJ14775, low density lipoprotein B, 
low density lipoprotein receptor defect B 
comDlementina 


1413 


7104 


AI012103 


00 




DNA segment, Chr 1 1 , Wayne State 
University 99, expressed, hypothetical 
protein FLJ14775, low density lipoprotein B, 
low density lipoprotein receptor defect B 
comolementina 


3763 


13358 


NM_031135 


XX 




DNA segment, Chr 1 2, ERATO Doi 427, 
expressed, RIKEN cDNA 7420700M05 
gene, TGFB inducible early growth 
response, TGFB inducible early growth 
response 2 ~" " 


2605 


8390 


AI232288 


WW 




DNA segment, Chr 1 2, ERATO Doi 604, 
expressed, ESTs, Moderately similar to 
hypothetical protein FU10416 similar to 
constitutive photomorph [Homo sapiens] 
[H.sapiens], Mus musculus, Similar to 
glutamate rich WD repeat protein GRWD, 
clone IMAGE:3498842, mRNA, partial cds, 
RIKEN CDNA2610016K01 gene, RIKEN 
cDNA 261 0529112 gene, constitutive 
photomorphogenic protein 1 (Arabidopsis), 
retinoblastoma binding protein 4, 

nattnnhlochvna hinrtinn nrntorn 7 
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4460 


16300 


X70706 






DNA segment, Chr 14, ERATO Doi 426, 
expressed, ESTs, Highly similar to A34789 
T-plastin [H.sapiens], ESTs, Highly similar to 
A56536 plastin, intestinal [H.sapiens], Mus 
musculus, clone IMAGE:4216549, mRNA, 
partial cds, Mus musculus, clone MGC:6362 
IMAGE:3495462, mRNA, complete cds, 
calreticulin, expressed sequence AL024105, 
plastin 1 (I isoform), plastin 2, L, plastin 3 (T 

isnfhrnrrt 


4345 


1460 


S76054 


t, General, II, 

WW 




DNA segment, Chr 15, Wayne State 
University 77, expressed, EST, Moderately 
similar to K2C8_RAT Keratin, type II 
cytoskeletal 8 (Cytokeratin 8) (Cytokeratin 
endo A) [R.norvegicus], ESTs, Moderately 
similar to I37982 Keratin 8 [H.sapiens], 
Homo sapiens mRNA; cDNA 
DKFZp434C107 (from clone 
DKFZp434C107), Homo sapiens mRNA; 
cDNA DKFZp762H1 06 (from clone j 
DKFZp762H106), keratin 8, keratin complex 


3643 


1053 


NM_022962 


PP 


- 


DNA segment, Chr 17, ERATO Doi 479, 
expressed, EGF-like module containing, 
mucin-like, hormone receptor-like sequence 
1, EST, Weakly similar to EMR1 MOUSE 
CELL SURFACE GLYCOPROTEIN EMR1 
PRECURSOR [M.musculus], ESTs, Highly 
similar to lectomedin-2; KIAA0821 protein 
[Homo sapiens] [H.sapiens], ESTs, Weakly 
similar to EMR1 MOUSE CELL SURFACE 
GLYCOPROTEIN EMR1 PRECURSOR 
[M.musculus] 


1028 


21157 


AA946189 


I 




DNA segment, Chr 17, ERATO Doi 663, 
expressed, Homo sapiens cDNA FU25377 
fis, clone TST02084 


4155 


18293 


NMJ30433 


0, fi, SS, XX 




DNA segment, Chr 18, ERATO Doi 240, 
expressed, Mus musculus, Similar to 
hydroxyacyl-Coenzyme A dehydrogenase/3- 
ketoacyl-Coenzyme A thiolase/enoyl- 
Coenzyme A hydratase (trifunctional 
protein), beta subunit, clone MGC7126 
IMAGE:3158015, mRNA, complete cds, 
RIKEN cDNA 061001 1L04 gene, acetyl- 
Coenzyme A acyltransferase 2 
(mitochondrial 3-oxoacyl-Coenzyme A 
thiolase), t-complex protein 1, related 
. ^pfluaorp 1 . 
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4343 


21981 


S75019 


ss, w 




DNA segment, Chr 18, Wayne State 
University 181, expressed, aldehyde 
dehydrogenase 7 family, member A1 , 
aldehyde dehydrogenase family 1 , 
subfamily A2 


2097 


6732 


AI169269 


kk | 




DNA segment, Chr 18, Wayne State 
University 98, expressed, dim1 (S. pombe), 
expressed sequence AI595343, similar to S. 
Dbmbedim1+ 


1854 


15080 


AI102045 






DNA segment, Chr 2, ERATO Doi 485, 
expressed, Mus musculus, Similar to 
conserved gene amplified in osteosarcoma, 
clone MGC:38258 IMAGE5324816, mRNA, 
complete cds, RIKEN cDNA 2610507E10 
gene, RIKEN cDNA 2810418J22 gene, 
conserved gene amplified in osteosarcoma 


3690 


10305 


NMJJ30835 


ee.ff 




DNA segment Chr 3, University of 
California at Los Angeles 1, ESTs, 
Moderately similar to stress-associated 
endoplasmic reticulum protein 1; ribosome 
asso; ribosome associated membrane 
Drotein 4 FHomo saoiensl rH.saDiensl 


3690 


10306 


NMJ)30835 


b, q, x, 
General, dd 




DNA segment, Chr 3, University of 
California at Los Angeles 1, ESTs, 
Moderately similar to stress-associated 
endoplasmic reticulum protein 1; ribosome 
asso; ribosome associated membrane 
protein 4 fHomo saoiensl FH.saDiensl 


3690 


10308 


NMJ30835 


l.q 




DNA segment Chr 3, University of 
California at Los Angeles 1, ESTs, 
Moderately similar to stress-associated 
endoplasmic reticulum protein 1; ribosome 
asso; ribosome associated membrane 
Drotein 4 fHomo saoiensl rH.saDiensl 


3747 


20812 


NM_031100 


y, ee 




DNA segment Chr 3, University of 
California at Los Angeles 2, EST, Weakly 
similar to RL10 MOUSE 60S RIBOSOMAL 
PROTEIN L10 [M.musculus], EST, Weakly 
similar to RL10_MOUSE 60S ribosomal 
protein L1 0 (QM protein homolog) 
[Rnorvegicus], ribosomal protein 10, 
ribosomal protein L10, ribosomal protein 
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3754 


16847 


NM_031109 


h, xx 




DNA segment, Chr 4, ERATO Doi 429, 
expressed, EST, Weakly similar to 
21 1 3200G ribosomal protein S10 
[H.sapiens], EST, Weakly similar to 
ribosomal protein S10 [H.sapiens], ESTs, 
Highly similar to 21 13200G ribosomal 
protein S10 [H.sapiens], ESTs, Highly 
similar to RS1 0 RAT 40S RIBOSOMAL 
PROTEIN S10 [R.norvegicus], ESTs, 
Moderately similar to RIKEN cDNA 
2210402A09 [Mus musculus] [M.musculus], 
RIKEN cDNA 221 G402A09 gene, ribosomal 


4225 


1373 


NMJ34468 


n 




DNA segment, Chr 6, ERATO Doi 263, 
expressed, ESTs, Moderately similar to 
S50193 Ca2+/calmodulin-dependent protein 
kinase (EC 2.7.1.123) I - rat [R.norvegicus], 
ESTs, Weakly similar to KCC4 MOUSE 
CALCIUM/CALMODULIN-DEPENDENT 
PROTEIN KINASE TYPE IV CATALYTIC 
CHAIN [M.musculus], calcium/calmodulin- 
dependent protein kinase I, expressed 
sequence AI505105, pregnancy upregulated 
non-ubiquitously expressed CaM kinase, 
serine/threonine kinase PSKH2 


4289 


23681 


NMJ44746 


General, it 




DNA segment, Chr 7, ERATO Doi 753, 
expressed, ESTs, Highly similar to A38351 
phosphoprotein phosphatase 2-alpha 
regulatory chain [H.sapiens], ESTs, 
Moderately similar to 2ABAJHUMAN 
SERINEH-HREONINE PROTEIN j 
PHOSPHATASE 2A, 55 KDA 
REGULATORY SUBUNIT B, ALPHA 
ISOFORM [H.sapiens], RIKEN cDNA 
1300017E19 gene, protein phosphatase 2 
(formerly 2A), regulatory subunit B (PR 52), 
alpha isoform, uncharacterized 
hematopoietic stem/progenitor cells protein 


3604 


21115 


NMJ)22602 


r, z, ss 




DNA segment, Chr X, Celltech Chiroscience 
3, Mus musculus, serine threonine kinase 
pim3, clone MGC:27707 IMAGE:4924687, 
mRN A complete cds, pim-1 oncogene, pim- 
2 oncogene, proviral integration site 1 
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■■ "V.s , \ , • 


1741 


10999 


AI071110 


t 




DNA segment, EST 1068184, EST, Weakly 
similar to A44437 regenerating liver 
inhibitory factor RL/IF-1 - rat [R.norvegicus], 
ESTs, Weakly similar to A44437 
regenerating liver inhibitory factor RL/IF-1 - 
rat [R.norvegicus], ESTs, Weakly similar to 
T42713 ankyrin 3, splice form 1 - mouse 
[M.musculus], Homo sapiens, Similar to GA 
binding protein transcription factor, beta 
subunit 1 (53kD), clone MGC:29891 
IMAGE:51 39830, mRNA, complete cds, 
nuclear factor of kappa light polypeptide 
gene enhancer in B-cells inhibitor, alpha, 
testis-spedfic ankyrin motif containing 


3769 


23097 


NM_Q31145 


h,bb 




DNA-dependent protein kinase catalytic 
subunit-interacting protein 3, EST, 
Moderately similar to A Chain A, Homology- 
Based Model Of Apo Cib [H.sapiens], ESTs, 
Weakly similar to CIB_HUMAN SNK 
INTERACTING PROTEIN 2-28 [H.sapiens], 
ESTs, Weakly similar to KIP1_RAT DNA- 
PKcs interacting protein (Kinase interacting 
protein) (KIP) (Calcium and integrin-binding 
protein) (CIB) [R.norvegicus], Mus 
musculus, Similar to protein kinase, DNA 
activated, catalytic polypeptide interacting 
protein, clone MGC7098 IMAGE:3157513, 
mRNA, complete cds, RIKEN cDNA 
1700041 E20 gene, calcium and integrin 
binding 1 (calmyrin) 
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411 


16318 


M859648 


c 




DnaJ (Hsp40) homolog, subfamily A, 
member 1, DnaJ (Hsp40) homolog, 
subfamily A, member 4, DnaJ (Hsp40) 
homolog, subfamily B, member 1, DnaJ 
(Hsp40) homolog, subfamily B, member 12, 
ESTs, Weakly similar to DJA1 J/IOUSE 
DnaJ homolog subfamily A member 1 (Heat 
shock 40 kDa protein 4) (DnaJ protein 
homolog 2) (HSJ-2) [R.norvegicus], ESTs, 
Weakly similar to HSJ2_HUMAN DNAJ 
PROTEIN HOMOLOG 2 [H.sapiens], Homo 
sapiens cDNA FU13992 fis, clone 
Y79AA1002139, weakly similar to DNAJ 
PROTEIN HOMOLOG 1, RIKEN cDNA 
1700014P03 gene, RIKEN cDNA 
2010306G19 gene, RIKEN cDNA 
5730551 F1 2 gene, similar to MRJ gene for 
a member of the DNAJ protein family (H. 
sapiens) 


126 


6892 


AA800551 


P 




DnaJ (Hsp40) homolog, subfamily A, 
member 1, DnaJ (Hsp40) homolog, 
subfamily A, member 4, ESTs, Highly similar 
to HS44 MOUSE HEAT SHOCK 40 KDA 
PROTEIN 4 [M.musculus], ESTs, 
Moderately similar to DJA1JUOUSE DnaJ 
homolog subfamily A member 1 (Heat shock 
40 kDa protein 4) (DnaJ protein homolog 2) 
(HSJ-2) [R.norvegicus], ESTs, Weakly 
similar to DnaJ-like protein [Rattus 
norvegicus] [Rnorvegicus], ESTs, Weakly 
similar to HS44 MOUSE HEAT SHOCK 40 
KDA PROTEIN 4 [M.musculus], Homo 
sapiens mRNA full length insert cDNA clone 
EUROIMAGE 730912, Mus musculus 
SEC63 (Sec63) mRNA complete cds, 

jailor *r> nMfl 1 
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3631 


6891 


NM.022934 


t, gg, hh 




DnaJ (Hsp40) homolog, subfamily A, j 
member 1, DnaJ (Hsp40) homolog, 
subfamily A, member 4, ESTs, Highly similar 
to HS44 MOUSE HEAT SHOCK 40 KDA 
PROTEIN 4 [M.musculus], ESTs, 
Moderately similar to DJA1 J/IOUSE DnaJ 
homolog subfamily A member 1 (Heat shock 
40 kDa protein 4) (DnaJ protein homolog 2) 
(HSJ-2) [R.norvegicus], ESTs, Weakly 
similar to DnaJ-like protein [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to HS44 MOUSE HEAT SHOCK 40 
KDA PROTEIN 4 [M.musculus], Homo 
sapiens mRNA full length insert cDNA clone 
EUROIMAGE 730912, Mus musculus 
SEC63 (Sec63) mRNA, complete cds, 


855 


5019 


AA924768 


b 




DnaJ (Hsp40) homolog, subfamily A, 
member 2, DnaJ (Hsp40) homolog, 
subfamily B, member 2, DnaJ (Hsp40) 
homolog, subfamily B, member 6, RIKEN 
cDNA 281 0451 A06 gene, RIKEN cDNA 
4930483N21 gene, RIKEN cDNA 
5730496F1Ogene, expressed sequence 
AI50B245 


2622 


8709 


AI232534 


ii 




DnaJ (Hsp40) homolog, subfamily B, 
member 3, DnaJ (Hsp40) homolog, 
subfamily B, member 6, RIKEN cDNA 
281 0451 AOfrgene, expressed sequence 
AI506245, expressed sequence AU020082 


3663 


220 


NMJ)24161 


c, m 




DnaJ (Hsp40) homolog, subfamily C, 
member 5, ESTs, Weakly similar to CSP 
MOUSE CYSTEINE STRING PROTEIN 
[M.musculus], RIKEN CDNA1700008A05 
gene, RIKEN cDNA 1700025B16 gene, beta 
cvsteine strina Drotein 


2122 


18367 


AI170064 


j 




Down syndrome critical region gene 2, 
Down syndrome critical region homolog 2 
(human) 


2619 


14051 


AI232489 


w, z, dd, ee 




dual specificity phosphatase 11 (RNA/RNP 
complex 1 -interacting) 
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i. 


Human Homologous Cluster Title 


4370 


399 


U31668 


WW, XX 




E2F transcription factor 4, p107/p130- 
binding, E2F transcription factor 5, E2F 
transcription factor 5, p1 30-binding, ESTs, 
Moderately similar to E2F5 MOUSE 
TRANSCRIPTION FACTOR E2F5 
[M.musculus], ESTs, Moderately similar to 
E2F5JW TRANSCRIPTION FACTOR 
E2F5 (E2F-5) [R.norvegicus], Mus 
musculus, Similar to E2F transcription factor 
4, p1 07/p1 30-binding, clone MGC:37558 

IMAr5F-/lQfl7fiQ1 mRMA rnmnbte rHc 


1955 


24375 


AI104979 


q, z, dd, ee 




EBNA1 binding protein 2, ESTs, Moderately 
similar to EBNA1 binding protein 2; 
nucleolar protein p40; homolog of yeast 
EBNA1 -binding protein; nuclear FGF3 
binding protein; EBNA1-binding protein 2 
rHomo saDiensl TH.saoiensl 


3616 


17586 


NM.022694 


u, ff 




EBNA-2 co-activator (100kD), ESTs, 
Moderately similar to 138968 1 00 kDa 
coactivator [H.sapiens], staphylococcal 
nuclease domain containinq 1 


3616 


17587 


NM_022694 


u, w 




EBNA-2 co-activator (1 00kD), ESTs, 
Moderately similar to I38968 1 00 kDa 
coactivator [H.sapiens], staphylococcal 
nuclease domain containina 1 


3494 


20057 


NM.019370 


General, nn 




ectonucleotide 

pyrophosphatase/phosphodiesterase 1 , 
ectonucleotide 

pyrophosphatase/phosphodiesterase 3 


1012 


17721 


AA945762 


General 




EHM2 gene, EST, Weakly similar to 
2102279A protein Tyr phosphatase [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to NBL4 MOUSE BAND 4.1-UKE 
PROTEIN 4 [M.musculus], ESTs, Weakly 
similar to YF48_HUMAN HYPOTHETICAL 
PROTEIN KIAA1548 [H.sapiens], KIAA1548 
protein, Mus musculus, Similar to EHM2 
gene, clone MGC:7330 IMAGE:3486543, 
mRNA complete cds, erythrocyte protein 
band 4.1-like 4a, protein tyrosine 
phosphatase 2E, protein tyrosine 
phosphatase, non-receptor type 14, protein 
tyrosine phosphatase, non-receptor type 21 
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623 


19226 


AA892394 


a 




ELAV (embryonic lethal, abnormal vision, 
Drosophila)-like 2 (Hu antigen B), ELAV 
embryonic lethal, abnormal vision, 
Drosophila)-like 3 (Hu antigen C), ELAV 
embryonic iethal, abnormal vision, 
Drosophila)-like 4 (Hu antigen D), ESTs, 
Highly similar to ELV4_RAT ELAV-like 
protein 4 (Paraneoplastic encephalomyelitis 
antigen HuD) (Hu-antigen D) [R.norvegicus], 
ESTs, Moderately similar to ELV4_RAT 
ELAV-like protein 4 (Paraneoplastic 
encephalomyelitis antigen HuD) (Hu-antigen 
D) [Rnorvegicus] 


623 


19227 


AA892394 


a, w 




ELAV (embryonic iethal, abnormal vision, 
Drosophila)-like 2 (Hu antigen B), ELAV 
(embryonic lethal, abnormal vision, 
Drosophila)-like 3 (Hu antigen C), ELAV 
(embryonic lethal, abnormal vision, 
DrosophiIa)-Iike 4 (Hu antigen D), ESTs, 
Highly similar to ELV4_RAT ELAV-like 
protein 4 (Paraneoplastic encephalomyelitis 
antigen HuD) (Hu-antigen D) [R.norvegicus], 
ESTs, Moderately similar to ELV4_RAT 
ELAV-like protein 4 (Paraneoplastic j 
encephalomyelitis antigen HuD) (Hu-antigen 
D) [R.norvegicus] 


868 


10666 


AA925212 


kk 




ELAV (embryonic lethal, abnormal vision, 
Drosophila)-like 2 (Hu antigen B), ELAV 
(embryonic lethal, abnormal vision, 
Drosophila)-Iike 4 (Hu antigen D) f ESTs, 
Highly similar to ELV4.RAT ELAV-like 
protein 4 (Paraneoplastic encephalomyelitis 
antigen HuD) (Hu-antigen D) [R.norvegicus], 
ESTs, Moderately similar to ELV4JW 
ELAV-like protein 4 (Paraneoplastic 
encephalomyelitis antigen HuD) (Hu-antigen 
D) [Rnorvegicus], ESTs, Moderately similar 
to PAB1 MOUSE POLYADENYLATE- 
BINDING PROTEIN 1 [M.musculus], ESTs, 
Weakly similar to PAB1 MOUSE 
POLYADENYLATE-BINDING PROTEIN 1 
[M.musculus], RIKEN cDNA4932702K14 
gene, poly A binding protein, cytoplasmic 1 , 
poly(A) binding protein, cytoplasmic 4 
(inducible form) 
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2742 


10667 


AI236366 


dd 


- 


ELAV (embryonic lethal, abnormal vision, 
Drosophila)-like 2 (Hu antigen B), ELAV 
(embryonic lethal, abnormal vision, 
Drosophi!a)-like 4 (Hu antigen D), ESTs, 
Highly similar to ELV4JOT ELAV-like 
protein 4 (Paraneoplastic encephalomyelitis 
antigen HuD) (Hu-antigen D) [R.norvegicus], 
ESTs, Moderately similar to ELV4_RAT 
ELAV-like protein 4 (Paraneoplastic 
encephalomyelitis antigen HuD) (Hu-antigen 
D) [R.norvegicus], ESTs, Moderately similar 
to PAB1 MOUSE POLYADENYLATE- 
BINDING PROTEIN 1 [M.musculus], ESTs, 
Weakly similar to PAB1 MOUSE 
POLYADENYLATE-BINDING PROTEIN 1 
[M.musculus], RIKEN CDNA4932702K14 
gene, poly A binding protein, cytoplasmic 1, 
poly(A) binding protein, cytoplasmic 4 
(inducible form) | 


2406 


17358 


AI179147 


b, ii, pp 




electron-transfer-flavoprotein, beta 
polypeptide 


2277 


17920 


AI176422 


n, kk, pp 




electron-transferring-flavoprotein 
dehydrogenase 


2277 


17921 


AI1 76422 


p,kk 




eiectron-transfemng-flavoprotein 
dehydrogenase 


3525 


19696 


NMJ21699 


I, nn 




ELKL motif kinase, ESTs, Weakly similar to 
PUTATIVE SERINE/THREONINE- 
PROTEIN KINASE EMK [M.musculus], Mus 
musculus ELKL motif serine-threonine 
protein kinase 3 (Emk3) mRNA, complete 
cds, NIMA (never in mitosis gene a)-related 
expressed kinase 2, NIMA (never in mitosis 
gene a)-related kinase 2, RIKEN cDNA 
2410090P21 gene, Unc-51 like kinase 2 (C. 
elegans), maternal embryonic leucine zipper 
kinase, serine/threonine kinase 22D ■ 

isnfitminnanosjc* pterin? Wft 


toou 


/ y io 


AI043849 


TT 




ELL-related RNA polymerase II, elongation 
tactor, to is, Weakly similar to ell MOUSE 

RNA PHI VMPR&QC II PI nMHATinNI 

FACTOR ELL [M.musculus], Mus musculus, 
clone IMAGE:3583970, mRNA, partial cds, 
RIKEN cDNA 9430098E02 gene, eleven- 
nineteen lysine-rich leukemia gene, 
hypothetical protein FLJ22637 


2669 


7243 


AI233717 


z, ee 




embryonic ectoderm development 
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559 


6535 


AA891746 


r 




endothelial differentiation-related factor 1, 
expressed sequence AA409425 


3183 


18694 


NMJ12931 


mm 




enhancer of fomentation 1 (cas-like 
docking; Crk-associated substrate related), 
expressed sequence AI385681, neural 
precursor cell expressed, developmentally 
down-regulated gene 9, signal transduction 
protein (SH3 containing), v-crk-associated 
tvrosine kinase substrate 


4090 


16190 


NMJ553961 

" I 


0 




Enoyl-CoA hydratase, short chain 1 , 
mitochondrial, Homo sapiens hepatocellular 
carcinoma-associated antigen 64 (HCA64) 
mRNA, complete cds, RIKEN cDNA \ 
1300014E15 gene, RIKEN cDNA 
1300017C12 gene, RIKEN cDNA 
1810022C23 gene, RIKEN cDNA 
2010015A21 gene, RIKEN cDNA 
4930453121 gene, enoyl Coenzyme A 

hvriratfl^p ^hnrt raisin 1 mitonhnnririal 

hypothetical protein FLJ 10948, peroxisomal 
delta3, delta2-enoyl-Coenzyme A isomerase 


627 


23194 


AA892417 


c 




ephrin A1, ephrin-A1 


4013 


1390 


NM_053599 


c, p, v 




ephrin A1, ephrin-A1 


3693 


21509 


NM_030847 


f 




epithelial membrane protein 3 


522 


11889 


AA875641 


k 




EPS8 related protein 2, epidermal growth 
factor receptor pathway substrate 8 related 
protein 1 , epidermal growth factor receptor 
pathway substrate 8 related Drotein 3 \ 


3592 


8597 


NMJ)22538 


M 




ER transmembrane protein Dri 42, RIKEN 
cDNA 1810019D05 gene, phosphatide acid 
phosphatase 2a, phosphatide acid 
phosphatase type 2A, phosphatide acid 
phosphatase type 2B, phosphatide acid 
phosphatase type 2C, phosphatide acid 
Dhosohatgse type 2c 


3592 


8598 


NM_022538 


d 




ER transmembrane protein Dri"42, RIKEN* 
cDNA 1810019D05 gene, phosphatide acid 
phosphatase 2a, phosphatide acid 
phosphatase type 2A, phosphatide acid 
phosphatase type 2B, phosphatide acid 
phosphatase type 2C, phosphatide acid 
nhosnhatasft tvnfi ?r. 
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SenBank 
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RefSeq ID 
No. 
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Human Homologous Gene 
Name : 


Human Homologous Cluster Title 

i • i ■ ■■' : >i \ 
. - : * ^ ,' 

• ■' yj'-r'S \> s - ' 


804 


18547 


AA900722 


i 




ERM-binding phosphoprotein, solute carrier 
family 9 (sodium/hydrogen exchanger), 
isoform 3 regulator 1, solute carrier family 9 
sodium/hydrogen exchanger), isoform 3 
regulator 2, solute carrier family 9 
sodium/hydrogen exchanger), isoform 3 
regulatory factor 1 , solute carrier family 9 
[sodium/hydrogen exchanger), isoform 3 
rp T nn!^tnrv factor? 


3503 


16 


NM_019386 


b.l.q, 

General, dd, 
kk 




erythrocyte membrane protein band 4.2, 
transglutaminase 2 (C polypeptide, protein- 
glutamine-gamma-glutamyltransferase), 
transglutaminase 2, C polypeptide, 
transglutaminase 3 (E polypeptide, protein- 
glutamine-gamma-glutamyltransferase), 
transglutaminase 3, E polypeptide, 
trRnsalutaminf?f?e 5. transglutaminase z 


3740 


4683 


NM_031083 


d,f 




EST AA437822, Homo sapiens, Similar to 
phosphatidylinositol 4-kinase, catalytic, 
alpha polypeptide, clone MGC:31920 
IMAGE:4565073, mRNA, complete cds, 
phosphatidylinositol 4-kinase, catalytic, 
alpha polypeptide, phosphatidylinositol 4- 
kinase, catalytic, beta polypeptide, 
phosphoinositide-3~kinase, catalytic, gamma 

nnlvnfinfirip 


3740 


4684 


NM_031083 


k 




EST AA437822, Homo sapiens, Similar to 
phosphatidylinositol 4-kinase, catalytic, 
alpha polypeptide, clone MGC:31920 
IMAGE:4565073, mRNA, complete cds, 
phosphatidylinositol 4-kinase, catalytic, 
alpha polypeptide, phosphatidylinositol 4- 
kinase, catalytic, beta polypeptide, 
phosphoinositide-3-kinase, catalytic, gamma 
nnlvofintite 


3737 


24508 


NMJ331073 


nn 




EST AI316846, neurotrophin 3 


1415 


21796 


AI012221 


w 




EST X83352; ESTs, Weakly similar to 
intracellular chloride ion channel protein 
p64H1 [Rattus norvegicus] [Rnorvegicus], 
RIKEN cDNA 5730531 E1 2 gene, chloride 
intracellular channel 1, chloride intracellular 
channel 3, chloride intracellular channel 4 
(mitochondrial), intracellular chloride ion 

riianriftl nrntpin nfUH1 
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SEQ 
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ID NO. ; 
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RefSeq ID 
No, 


Model Code 

• 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


1794 


21797 


AI072439 


qq 




EST X83352, ESTs, Weakly similar to 
intracellular chloride ion channel protein 
p64H1 [Rattus norvegicus] [R.norvegicus], 
RIKEN cDNA 5730531 E12 gene, chloride 
intracellular channel 1, chloride intracellular 
channel 3, chloride intracellular channel 4 
(mitochondrial), intracellular chloride ion 
channel nrotein nfi4H1 


3595 


12606. 


NMJ22547 


General, w 




EST, Highly similar to 10- 
formyltetrahydrofolate dehydrogenase 
Rattus norvegicus] [R.norvegicus], EST, 
Highly similar to FTDH_HUMAN 10- 
FORMYLTETRAHYDROFOLATE 
UbnYUKUotlNAot In.sapiensj, to IS, 

Moderately similar to 10- 
formyltetrahydrofolate dehydrogenase 
[Rattus norvegicus] [R.norvegicus], ESTs, 
Moderately similar to FTDHJ-IUMAN 10- 
FORMYLTETRAHYDROFOLATE 
DEHYDROGENASE [H.sapiens], RIKEN 
cDNA 1810048F20 gene, RIKEN cDNA 
2310020P08 gene, aldehyde 
dehydrogenase family 1, subfamily A7, 


3109 


7101 


NMJ12679 


nn 




EST, Highly similar to Clusterin; 
Testostrone-repressed prostate message 2 
[Rattus norvegicus] [R.norvegicus], 
clusterin, clusterin (complement lysis 
inhibitor, SFM0,40, sulfated glycoprotein 2, 
testosterone-repressed prostate message 2, 
aDolinoDrotein 


3478 


10016 


NMJ519289 






EST, Highly similar to AR41JHUMAN 
ARP2/3 COMPLEX 41 KDA SUBUNIT 
[Ksapiens], actin related protein 2/3 
complex, subunit 1B (41 kD) t actin related 
proton 2/3 complex, submit 1B (41 kDa) 
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i 

I 


SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Accor . 
RefSeqID 
No. 


Mode! Code 


Human Homologous Gene 
Name 

• : .. • ^. 


Human Homologous Cluster Title 

• - ; 


'J 

j 

I 

.i 


3729 


15137 


NM.031051 


w, y, ee, tt 




EST, Highly similar to C Chain C, 
Macrophage Migration Inhibitory Factor 
[H.sapiens], EST, Moderately similar to C 
Chain C, Macrophage Migration Inhibitory 
Factor [H.sapiens], EST, Moderately similar 
to MIF_RAT Macrophage migration 
inhibitory factor (MIF) (Phenylpyruvate 
tautomerase) (Glutathione-binding 13 kDa 
protein) [R.norvegicus], ESTs, Moderately 
similar to MIFJHUMAN MACROPHAGE 
MIGRATION INHIBITORY FACTOR 
[H.sapiens], macrophage migration 
inhibitory factor, macrophage migration 
inhibitory factor (glycosylation-inhibiting 


,*j 

i 

i 

I 

1 

' 1 

'4 

| 


1662 


8584 


AI05891 1 


cc, ii, rr 




EST, Highly similar to FIBA_RAT Fibrinogen 
alpha/alpha-E chain precursor 
[R.norvegicus], Homo sapiens clone 
HQ0582, angiopoietin 2, angiopoietin-like 3, 
expressed sequence AI303526, fibrinogen, 
A alpha polypeptide, fibrinogen, alpha 
polypeptide, fibrinogen, gamma polypeptide 


! 

I 

1 


3245 


22582 


NMJ)13120 


b, kk 




EST, Highly similar to GCKR RAT 
GLUCOKINASE REGULATORY PROTEIN 
[R.norvegicus], Mus musculus, Similar to 
Glucokinase regulatory protein, clone 
MGC:1 9300 IMAGE:41 59892, mRNA, 
complete cds, glucokinase (hexokinase 4) 
reaulatorv orotein 


! 

•! 

1: 


434 


22593 


AA859977 


tt 




EST, Highly similar to HS9B MOUSE HEAT 
SHOCK PROTEIN HSP 90-BETA 
[M.musculus], EST, Weakly similar to 
HHMS84 heat shock protein 84 - mouse 
[M.musculus], ESTs, Highly similar to 
HS9AJHUMAN HEAT SHOCK PROTEIN 
HSP 90-ALPHA [H.sapiens], ESTs, Highly 
similar to T46243 hypothetical protein 
DKFZp761K0511.1 [H.sapiens], expressed 
sequence C81438, heat shock 90kD protein 
1, beta, heat shock protein, 84 kDa 1, heat 

chorlr nrftfoin ftfi trio 1 


i 
}. 

V, 

1 

1 
t 
i 



1 

V 



! 



t 
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No. 
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Hluman Homologous Gene 
Name ' ' '• : % 


rtuman Homologous Cluster Title 


2764 


15850 


AI236795 


b, tt 




EST, Highly similar to HS9B MOUSE HEAT 
SHOCK PROTEIN HSP 90-BETA 
M.musculus], EST, Weakly similar to 
HHMS84 heat shock protein 84 - mouse 
M.musculus], ESTs, Highly similar to 
HS9AJHUMAN HEAT SHOCK PROTEIN 
HSP 90-ALPHA [H.sapiens], ESTs, Highly 
similar to T46243 hypothetical protein 
DKFZp761K0511.1 [H.sapiens], expressed 
sequence C81438, heat shock 90kD protein 
1, beta, heat shock protein, 84 kDa 1, heat 


1041 


643 


AA946439 

■ 


c, ii, tt 




EST, Highly similar to HSRT4 histone H4 - 
rat [R.norvegicus], EST, Moderately similar 
to HSHU4 histone H4 [H.sapiens], H4 
histone family, member E, Mus musculus 10 
day old male pancreas cDNA, RIKEN full- 
length enriched library, 
clone:1810029H14:histone 4 protein, full 
insert sequence, Mus musculus adult male 
tongue cDNA, RIKEN full-length enriched 
library, clone:2310067E17:histone 4 protein, 

full incorf connpnoo 


4097 


19544 


NM_053982 


h,l, qq 




EST. Highly similar to JC2234 ribosomal 
protein S1 5a, cytosolic [validated] - rat 
[R.norvegicus], ESTs, Highly similar to 
RS1A.HUMAN40S RIBOSOMAL 
PROTEIN S15A [H.sapiens], Homo sapiens 
cDNA FLJ13026 fis, clone NT2RP30O0968, 
moderately similar to 40S RIBOSOMAL 
PROTEIN S15A 


4097 


15468 


NM_053982 


h, gg, hh 




EST, Highly similar to JC2234 ribosomal 
protein S15a, cytosolic [validated] - rat 
[R.norvegicus], ESTs, Highly similar to 
RS1 A_HUMAN 40S RIBOSOMAL 
PROTEIN S15A [H.sapiens], ribosomal 
Dratein S15a 
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RefSeq ID 
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Human Homologous Gene I 
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Human Homplpgbus Cluster Title . 

■ ■. \ " ... • m . : • ; 


4313 


16963 


NM_147214 


r, ee 




EST, Highly similar to JH0628 caldesmon 
H.sapiens], ESTs, Highly similar to A38351 
ahosphoprotein phosphatase 2-alpha 
regulatory chain [H.saptens], ESTs, Weakly 
similar to JC5314 CDC28/cdc2-like kinase 
associating arginine-serine cyclophiiin 
IH.sapiens], Mus musculus, Similar to 
Caldesmon 1, done MGC:30319 
IMAGB5148205, mRNA, complete cds, 
RIKEN cDNA 2410004D02 gene, RIKEN 
cDN A 4833423D1 2 gene, caldesmon 1 , j 
major urinary protein 4, protein phosphatase 
2 (formerty 2A), regulatory subunit B (PR 


2733 


11465 


AI236084 


q 




EST, Highly similar to JT0752 lymphocyte 
activation-induced receptor ILA precursor j 
[H.sapiens], tumor necrosis factor receptor 
suoerfamilv. member 9 


547 


2753 


AA891589 


e 




EST, Highly similar to M2GDJHUMAN 
DIMETHYLGLYCINE DEHYDROGENASE, 
MITOCHONDRIAL PRECURSOR 
[H.sapiens], ESTs, Weakly similar to 
DIMETHYLGLYCINE DEHYDROGENASE 
PRECURSOR [R.norvegicus], RIKEN cDNA 
1200014D15 gene, dimethylgiycine 
dehydrogenase precursor, expressed 
sequence AW495222, hypothetical protein 
FLJ10079 


4274 


17684 


NMJ39102 


d, h, uu 




EST, Highly similar to M2GDJHUMAN 
DIMETHYLGLYCINE DEHYDROGENASE, 
MITOCHONDRIAL PRECURSOR 
[H.sapiens], ESTs, Weakly similar to 
DIMETHYLGLYCINE DEHYDROGENASE 
PRECURSOR [R.norvegicus], RIKEN cDNA 
1200014D15 gene, dimethylgiycine 
dehydrogenase precursor, expressed 
sequence AW495222, hypothetical protein 
FLJ10079, sarcosine dehydrogenase 
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Mo. 
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' : 1 


Human Homologous Gene 1 
Yame - ; 


Human Homologous Cluster Title 


1322 


21838 i 


M009131 


3e,kk 




EST, Highly similar to MYHAJW Myosin 
heavy chain, nonmuscle type B (Cellular 
myosin heavy chain, type B) (Nonmuscle 
myosin heavy chain-B) (NMMHC-B) 
Rnorvegicus], ESTs, Highly similar to 
vlYHA_MOUSE Myosin heavy chain, 
nonmuscle type B (Cellular myosin heavy 
chain, type B) (Nonmuscle myosin heavy 
chain-B) (NMMHC-B) [M.musculus], Homo 
sapiens cDNA: FLJ23324 fis, clone 
HEP12482, highly similar to HUMMYOHCB 
Human nonmuscle myosin heavy chain-B 
;MYH10) mRNA, Myosin heavy chain 11, 
RIKEN cDNA 5730504C04 gene, laminin, 


1762 


21839 


AI071644 


f 




EST, Highly similar to MYHA_RAT Myosin 
heavy chain, nonmuscle type B (Cellular 
myosin heavy chain, type B) (Nonmuscle 
myosin heavy chain-B) (NMMHC-B) 
[R.norvegicus], ESTs, Highly similar to 
MYHA_MOUSE Myosin heavy chain, 
nonmuscle type B (Cellular myosin heavy 
chain, type B) (Nonmuscle myosin heavy 
chain-B) (NMMHC-B) [M.musculus], Homo 
sapiens cDNA: FLJ23324 fis, clone 
HEP12482, highly similar to HUMMYOHCB 
Human nonmuscle myosin heavy chain-B 
(MYH10) mRNA, Myosin heavy chain 1 1 , 
RfKEN cDNA 5730504C04 gene, laminin, 


4473 


18031 


X94551 


y 




EST, Highly similar to MYHA_RAT Myosin 
heavy chain, nonmuscle type B (Cellular 
myosin heavy chain, type B) (Nonmuscle 
myosin heavy chain-B) (NMMHC-B) 
[R.norvegicus], ESTs, Highly similar to 
MYHAJvlOUSE Myosin heavy chain, 
nonmuscle type B (Cellular myosin heavy 
chain, type B) (Nonmuscle myosin heavy 
chain-B) (NMMHC-B) [M.musculus], Homo 
sapiens cDNA: FLJ23324 fis, clone 
HEP12482, highly similar to HUMMYOHCB 
Human nonmuscle myosin heavy chain-B 
(MYH10) mRNA, Myosin heavy chain 11, 
RIKEN cDNA 5730504C04 gene, laminin,, 
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3LGC I 
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SenBank ! 
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RefSeq ID 
No. 


Vlodel Code I 


Human Homologous Gene I 

NameV' 


Human Homologous Cluster Title N 

■V". • • • ' = - 


3602 


21023 


NM_022599 


h, I, General 




EST, Highly similar to OM25_RAT 
MITOCHONDRIAL OUTER MEMBRANE 
PROTEIN 25 (NPW16) [R.norvegicus], EST, 
Weakly similar to OM25_RAT Mitochondrial 
outer membrane protein 25 (NPW16) 
[R.norvegicus], hypothetical protein 
FU11271, synaptojanin 2 binding protein 


4455 


20844 


X65228 






EST, Highly similar to R3RT3A ribosomal 
protein L23a, cytosolic [validated] - rat 
[R.norvegicus], EST, Weakly similar to 
E54024 protein kinase [H.sapiens], ESTs, 
Highly similar to 60S RIBOSOMAL 
PROTEIN L23A [R.norvegicus], ESTs, 
Highly similar to RL2B_HUMAN 60S 
RIBOSOMAL PROTEIN L23A [H.sapiens], 
Mus musculus, ribosomal protein L23a, 
clone IMAGE:4988735, mRNA, partial cds, 

rihncnmal nmtain 1 93a 


649 


15876 


AA892582 


I, General 




EST, Highly similar to RL8JHUMAN 60S 
ribosomal protein L8 [R.norvegicus], EST, 
Weakly similar to JN0923 ribosomal protein 
L8, cytosolic [H.sapiens], ESTs, Highly 
similar to R5RTL8 ribosomal protein L8 f 
cytosolic [validated] - rat [R.norvegicus], 
ESTs, Highly similar to RL8JHUMAN 60S 
RIBOSOMAL PROTEIN L [M.musculus], 
ESTs, Moderately similar to RL8_HUMAN 
60S RIBOSOMAL PROTEIN L 
[M.musculus], expressed sequence 

Al H94HQR riKncnmol nmtoin 1 R 


117 


21665 


AA800272 


e,s 




EST, Highly similar to RM03.RAT 
Mitochondrial 60S ribosomal protein L3 
[R.norvegicus], mitochondrial ribosomal 
protein L3 


2337 


14910 


AI177631 


z 




EST, Highly similar to S20898 titin 
[H.sapiens], ESTs, Weakly similar to 
AJzUoyf a u protein [M.muscuiusj, to is, 
Weakly similar to MYPC MOUSE MYOS1N- 
BINDING PROTEIN C, CARDIAC-TYPE 
[M.musculus], Homo sapiens cDNA 
FLJ32722 fis, clone TESTI2000883, highly 
similar to MYOSIN-B1NDING PROTEIN C, 
SLOW-TYPE, Mus musculus, clone 

HWIArtF-RnnQft9n mRMA nnrtialrHc . 
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Human Homologous Gene 
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Human Homologous Cluster Title 


316 


14324 


AA850402 


n 




EST, Highly similar to S21348 probable pol 
polyprotein-related protein 4 - rat 
Rhorvegicus], ESTs, Highly similar to 
POL2 MOUSE RETROVIRUS-RELATED 
POL POLYPROTEIN [M.musculus], ESTs, 
Highly similar to S21348 probable pol 
polyprotein-related protein 4 - rat 
[Rnorvegicus], ESTs, Moderately similar to 
S21348 probable pol polyprotein-related 
protein 4 - rat [R.norvegicus], Homo sapiens 
cDNA: FLJ22714 fis, clone HSI13646, 
Homo sapiens mRNA; cDNA 
DKFZp547C014 (from clone 
DKFZp547C014), Human kpni repeat mrna 
(cdna clone pcd-kpni-8), 3' end, Mus 
musculus, Similar to hypothetical protein 
FLJ10134, clone MGC:25912 
IMAGE:4221959, mRNA, complete cds, 
RIKEN cDNA 493341 1E06 gene, RIKEN 
cDNA 6820402119 gene, colon and small 
intestine-specific cystetne-rich protein 
precursor, smooth muscle cell-expressed 
and macrophage conditioned medium- 


2566 


21816 


AI231217 


ee 




EST, Highly similar to S61 INHUMAN 
Protein transport protein Sec61 alpha 
subunit isoform 1 (Sec61 alpha-1) 
[R.norvegicus], ESTs, Highly similar to 
S611JHUMAN Protein transport protein 
Sec61 alpha subunit isoform 1 (Sec61 alpha 
1) [R.norvegicus], SEC61, alpha subunit (S. 
cerevisiae), SEC61, alpha subunit 2 (S. 
cerevisiae), Sec61 alpha form 2, protein 
transport protein SEC61 alpha subunit 

icnfnrm 1 
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- ■ 
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2398 


12033 


AH 79066 


ee 




EST, Highly similar to SL52_RAT 
SODIUM/GLUCOSE COTRANSPORTER 2 
(NA(+)/GLUCOSE COTRANSPORTER 2) 
LOW AFFINITY SODIUM-GLUCOSE 
COTRANSPORTER) [R.norvegicus], ESTs, 
Highly similar to 1909123A Na glucose 
cotransporter [H.sapiens], ESTs, Moderately 
similar to SL52.HUMAN 
SODIUM/GLUCOSE COTRANSPORTER 2 
H.sapiens], ESTs, Weakly similar to 
1909123A Na glucose cotransporter 
H.sapiens], Homo sapiens cDNA FLJ25217 
is, clone REC08938, highly similar to 
Oryctolagus cunicuius Na+/glucose 
cotransporter-related protein mRNA, Homo 
sapiens, clone 1MAG&4827595, mRNA, 
hypothetical protein FLJ13868, solute 
carrier family 5 (choline transporter), 


686 


3439 


AA893000 


o 




EST, Highly similar to T00335 hypothetical 
protein KIAA0564 [H.sapiens], KIAA0564 
protein 


3486 


16697 


NMJ319349 


s 




EST, Highly similar to T34021 protein kinase 
SK2 - rat [R.norvegicus], ESTs, Moderately 
similar to T14157 serine/threonine protein 
kinase - mouse [M.musculus], Homo 
sapiens CTCL tumor antigen se20-9 mRNA, 
complete cds, Mus musculus, clone 
MGC:2902UMAGE:3495957, mRNA, 
complete cds, Ste20-related 
serine/threonine kinase, serine/threonine 

kinase 9 


3486 


16698 


NM.019349 


u 




EST, Highly similar to T34021 protein kinase 
SK2 - rat [R.norvegicus], ESTs, Moderately 
similar to T1 41 57 serine/threonine protein 
kinase - mouse [M.musculus], Homo 
sapiens CTCL tumor antigen se20-9 mRNA, 
complete cds, Mus musculus, clone 
MGC:29021 IMAGE:3495957, mRNA, 
complete cds, Ste20-related 
serine/threonine kinase, serine/threonine 
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I 

" 
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^efSeqlD 
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Vlodel Code 1 

' . | 


-luman Homologous Gene 1 
siame 


Human Homologous Cluster Title 


1084 ; 


25112 t 


^A956437 ( 


i 


■ 


EST, Highly similar io TERA HUMAN 
Rsapiens], EST, Moderately similar to 
PEX1.HUMAN PEROXISOME 
BIOGENESIS FACTOR 1 [H.sapiensJ, EST, 
Weakly similar to T46437 hypothetical 
protein DKFZp434K01 26. 1 [Ksapiens], | 
ESTs, Weakly similar to T46437 
hypothetical protein DKFZp434K0126.1 
Rsapiens], ESTs, Weakly similar to TERA 
MOUSE TRANSITIONAL ENDOPLASMIC 
RETICULUM ATPASE [M.musculus], ESTs, 
Weakly similar to TERA_RAT 
TRANSITIONAL ENDOPLASMIC 
RETICULUM ATPASE (TER ATPASE) (15S 
MG(2+)-ATPASE P97 SUBUNIT) (VALOSIN 
CONTAINING PROTEIN) (VCP) 
CONTAINS: VALOSIN] [R.norvegicus] 


3730 


11899 


NMJ331052 


rr 




EST, Moderately similar to mitochondrial 
intermediate peptidase [Rattus norvegicus] 
[R.norvegicus], RIKEN cDN A 5730405E07 
gene, mitochondrial intermediate peptidase, 
thimet oligopeptidase 1 


168 


23115 


AA801165 


d 


t 


EST, Moderately similar to RIKEN cDNA 
1700113017 [Mus musculus] [M.musculus], 
H2A histone family, member L, Homo 
sapiens, clone MGC:21 597 
IMAGE:451 1035, mRNA, complete cds, 
Mus musculus, similar to H2A histone 
family, member O, clone MGC:36202 
IMAGE:5055276, mRNA, complete cds, 
fiYnressRri sennpnrp R7fi37n 


3760 


16671 


NM_031125 


tt 




EST, Moderately similar to syntaxin 4 
[Rattus norvegicus] [R.norveglcus], syntaxin 
4A (placental) 


3765 


15487 


NM_031137 


q, ww 




EST, Moderately similar to 
tripeptidylpeptidase II [Rattus norvegicus] 
[R.norvegicus], ESTs, Highly similar to 
TRIPEPTIDYL-PEPTIDASE II [M.musculus], 
triDeDtidvl oeDtidase II 


3765 


15489 


NM_031137 


bb, II, ww 




EST, Moderately similar to 
tripeptidylpeptidase II [Rattus norvegicus] 
[R.norvegicus], ESTs, Highly similar to 
TRIPEPTIDYL-PEPTIDASE II [M.musculus], 
triDeDtidvl oeDtidase II 



BNSDOCID: <WO 03065993A2_I_> 



WO 03/065993 PCT/US03/03482 



449 



TABLE 2 % '• -. ^ Attorney Docket No.44?21,5113WG 
.>•' "•■ ; Dociinieht No. 1926271.2 


SEQ I 

ID 

NO; 


3LGC 
D NO. . , 


GenBank 
kcc. or - 
RefSeqlD 

NO. ; 


Model Code 


Human Homologous Gene I 


Human Homologous Cluster Title 


1670 


14984 


AI059174 


h 




EST, Moderately similar to 08061 62B 
cytochrome b [M.musculus], EST, 
Moderately similar to 810024B cytochrome 
b [H.sapiens], EST, Weakly similar to 
08061 62B cytochrome b [M.musculus], 
EST, Weakly similar to 0812187A 
cytochrome b [Rattus norvegicus] 
[R.norvegicus], EST, Weakly similar to 
810n?dMHRF6rH^nipnsl 


1896 


14981 


AI103396 


ee 




EST, Moderately similar to 0806162B 
cytochrome b [M.musculus], EST, 
Moderately similar to 810024B cytochrome 
b [H.sapiens], EST, Weakly similar to 
08061 62B cytochrome b [M.musculus], 
EST, Weakly similar to 081 21 87A 
cytochrome b [Rattus norvegicus] 
norvegicus], EST, Weakly similar to 


372 


14987 


AA858640 




- 


EST, Moderately similar to 08061 62B 
cytochrome b [M.musculus], EST, 
Moderately similar to 810024B cytochrome 
b [H.sapiens], EST, Weakly similar to 
0806162B cytochrome b [M.musculus], 
EST, Weakly similar to 08121 87A 
cytochrome b [Rattus norvegicus] . 
[R.norvegicus], EST, Weakly similar to 
810024M URF 6 [H.sapiens], ESTs, Highly 
similar to CH60_HUMAN 60 KDA HEAT 
SHOCK PROTEIN, MITOCHONDRIAL 
PRECURSOR [H.sapiens], ESTs, 
Moderately similar to CH60 MOUSE 60 KDA 
HEAT SHOCK PROTEIN, 
MITOCHONDRIAL PRECURSOR 
[M.musculus], ESTs, Weakly similar to 
CH60_HUMAN 60 KDA HEAT SHOCK 
PROTEIN, MITOCHONDRIAL 
PRECURSOR [H.sapiens], heat shock 60kD 
protein 1 (chaperonin), heat shock protein, 
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SEQ 

ib 

NO. 


3LGG h 
D NO. , 

. . . 


GenBank 
Acc. br v 
RefSeq ID 
No. 


Model Code 

. .-/ 


Human Homologous Gene 
Name 


Human Homologous Cluster Title .;. ' '\ 


323 


16132 


AA850885 


ee 




EST, Moderately similar to 08061 62C 
protein COI [M.musculus], EST, Moderately 
similar to 810024C cytochrome oxidase I 
H.sapiens], EST, Weakly similar to 
08061 62C protein COI [M.musculus], ESTs, 
Moderately similar to 08061 62C protein COI 
M.musculus], ESTs, Moderately similar to 
810024C cytochrome oxidase I [H.sapiens], 
ESTs, Weakly similar to 08061 62C protein 
COI [M.musculus] 


1310 


4233 


AI008409 


h 




EST, Moderately similar to 08061 62C 
protein COI [M.musculus], EST, Moderately 
similar to 810024C cytochrome oxidase I 
H.sapiens], EST, Weakly similar to 
08061 62C protein COI [M.musculus], ESTs, 
Moderately similar to 08061 62C protein COI 
[M.musculus], ESTs, Moderately similar to 
810024C cytochrome oxidase I [H.sapiens], 
ESTs, Weiakly similar to Q806162C protein 
COI [M.musculus] 


3987 


16133 


NMJ)53516 


dd.jj 




EST, Moderately similar to 08061 62C 
protein COI [M.musculus], EST, Moderately 
similar to 810024C cytochrome oxidase I 
[H.sapiens], EST, Weakly similar to 
08061 62C protein COI [M.musculus], ESTs, 
Moderately similar to 08061 62C protein COI 
[M.musculus], ESTs, Moderately similar to 
810024C cytochrome oxidase I [H.sapiens], 
ESTs, Weakly similar to 0806162C protein 
COI [M.musculus] 


408 


17142 


AA859612 


gg, hh 




EST, Moderately similar to 08061 62J 
protein URF4 [M.musculus], EST, 
Moderately similar to 810024J URF 4 
[H.sapiens], EST, Weakly similar to 
08061 62J protein URF4 [M.musculus], EST, 
Weakly similar to 810024J URF 4 
[H.sapiens], ESTs, Moderately similar to 
08061 62J protein URF4 [M.musculus], 
ESTs, Moderately similar to 81 0024 J URF 4 
[H.sapiens], ESTs, Weakly similar to 

n«n«1R9 I nrnfoin MF?F/l_tlWl_miicri ill iq! 
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SEQ 

ID 

NO. 
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ID NO. 


GenBank, : 
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RefSeq ID 
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■i 


Human Homologous Gene. < 
Name f 


Human Homologous Cluster Title 


2216 


23325 


AI172405 


bb 




EST, Moderately similar to 20081 09A set 
gene [Rattus norvegicus] [Rnorvegicus], 
EST, Moderately similar to SET_HUMAN 
SET PROTEIN [H.sapiens], ESTs, Highly 
similar to SET_HUMAN SET PROTEIN 
[H.sapiens], ESTs, Moderately similar to - 
20081 09A set gene [Rattus norvegicus] 

I'viiwi vcyiiMJOj, tola, WtJaMy blinifariO 

20081 09A set gene [Rattus norvegicus] 
[Rnorvegicus], SET translocation, SET 
translocation (myeloid leukemia- 
associated), cutaneous T-cell lympho'ma- 
associated tumor antigen se20-4; 
differentially expressed nucleolar TGF-beta1 


4070 


1570 


NMJ53857 


K 1. m, 
General 




EST, Moderately similar to 2021415A 
initiation factor 4E-binding 
protein:!SOTYPE=1 [H.sapiens], ESTs, 
Weaklv similar to A55258 insulin-stimiilafeH 
phosphoprotein PHAS-i - rat [R.norvegicus], 
RIKEN cDNA 1110004012 gene, eukaryotic 
translation initiation factor 4E binding protein 
1, eukaryotic translation initiation factor 4E 
binding protein 2, eukaryotic translation . 
initiation factor 4E binding protein 3 


4070 


1571 


NM_053857 


l.m.q, 
General, dd 




EST, Moderately similar to 2021415A 
initiation factor 4E-binding 
protein:ISOTYPE=1 [H.sapiens], ESTs, 
Weakly similar to A55258 insulin-stimulated 
phosphoprotein PHAS-I - rat [Rnorvegicus], 
RIKEN cDNA 1 1 10004012 gene, eukaryotic 
translation initiation factor 4E binding protein 
1 , eukaryotic translation initiation factor 4E 
binding protein 2, eukaryotic translation 
initiation factor 4E binding protein 3 


4448 


15387 


X62482 


h, gg, hh 




EST, Moderately similar to 40S 
RIBOSOMAL PROTEIN S25 [R.norvegicus], 
EST, Moderately similar to R3RT25 
ribosomal protein S25, cytosolic [validated] - 
rat [Rnorvegicus], EST, Weakly similar to 
40S RIBOSOMAL PROTEIN S25 
[Rnorvegicus], EST, Weakly similar to 
JQ1347 ribosomal protein S25, cytosolic 
[H.sapiens], ESTs, Highly similar to JQ1347 
ribosomal protein S25, cytosolic [H.sapiens], 
ribosomal protein S25 
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SEQ 
ID 

no; 


GLGC 
ID NO. 


GenBank 
Acc. or ' 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 

Name :;V " :i; *:^ : .'' 


Human Homologous pluster Title • % 


3767 


15185 


NMJ)31140 


s, ii 




EST, Moderately similar to A25074 vimentin 
[H.sapiens], EST* Weakly similar toA25074 
vimentin [H.sapiens], ESTs, Weakly similar 
to A25074 vimentin [H.sapiens], Mus 
musculus, similar to FLJ00074 protein, 
clone MGC:36549 IMAGE:4952810, mRNA, 
complete cds, desmuslin, Intermediate 
filament-like MGC:2625, vimentin 


1802 


1501 


AI072634 


e, I, t, bb, 
dd, ww 




EST, Moderately similar to A40452 keratin 
21, type 1, cytoskeletal - rat [R.norvegicus], 
ESTs, Weakly similar to A40452 keratin 21, 
type I, cytoskeletal - rat [R.norvegicus], 
RIKEN CDNA9030623C06 gene, Rat 
cytokeratin 21 mRNA, complete cds, keratin 
18, keratin complex 1, acidic, gene 18 


3455 


1386 


NM_019226 


d 




EST, Moderately similar to A49019 dynein 
heavy chain, cytosolic [H.sapiens], ESTs, 
Weakly similar to DYHC.MOUSE DYNEIN 
HEAVY CHAIN, CYTOSOLIC (DYHC) 
(CYTOPLASMIC DYNEIN HEAVY CHAIN) 
[M.musculus], Homo sapiens cDNA 
FLJ13685 fis, clone PLACE2000039, highly 
similar to DYNEIN HEAVY CHAIN, 
CYTOSOLIC, Homo sapiens cDNA 
FLJ32360 fis, clone PROST2009022, 
dynein, axon, heavy chain 11, dynein, 
axonemal, heavy polypeptide 11, dynein, 
cytoplasmic, heavy chain 1, dynein, 
cytoplasmic, heavy polypeptide 1, 
hypothetical protein FLJ11756 
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SEQ 
ID 

NO; 


GLGC 
ID NO! 


GenBank . 
Acq. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name , - 


Human Homologous Cluster Title 


1548 


23949 


AI031019 


q 




EST, Moderately similar to A55146 guanine 
nucleotide exchange factor e!F-2B delta 
chain, long form - mouse [M.musculus], 
ESTs, Moderately similar to E2BAJHUMAN 
TRANSLATION INITIATION FACTOR EIF- 
2B ALPHA SUBUNIT [H.sapiens], ESTs, 
Weakly similar to 21 1 2359A initiation factor 
eIF-2B [Rattus norvegicus} [R.norvegicus], 
Mus musculus, Similar to eukaryotic 
translation initiation factor 2B, subunit 1 
(alpha, 26kD), clone MGC:6458 
IMAGB2615801, mRNA, complete cds, 
Mus musculus, Similar to eukaryotic 
translation initiation factor 2B, subunit 2 
(beta, 39kD), done MGC:7057 
IMAGE:3156632, mRNA, complete cds, 
RIKEN cDNA 2410018C20 gene, eukaryotic 
translation initiation factor 2B, subunit 1 


1548 


23950 


AI031019 


n, q, x, II 




EST, Moderately similar to A55146 guanine 
nucleotide exchange factor elF-2B delta 
chain, long form - mouse [M.musculus], 
ESTs, Moderately similar to E2BA_HUMAN 
TRANSLATION INITIATION FACTOR EIF- 
2B ALPHA SUBUNIT [H.sapiens], ESTs, 
Weakly similar to 21 12359A initiation factor 
elF-2B [Rattus norvegicus] [R.norvegicus], 
Mus musculus, Similar to eukaryotic 
translation initiation factor 2B, subunit 1 
(alpha, 26kD), clone MGC:6458 
IMAGE:2615801, mRNA, complete cds, 
Mus musculus, Similar to eukaryotic 
translation initiation factor 2B, subunit 2 
(beta, 39kD), clone MGC:7057 
!MAGE:31 56632, mRNA, complete cds, 
RIKEN cDNA 241 001 8C20 gene, eukaryotic 
translation initiation factor 2B, subunit 1 


2320 


14384 


AI177096 


e 




EST, Moderately similar to APT_RAT 
ADENINE 

PHOSPHORIBOSYLTRANSFERASE 
(APRT) [R.norvegicus], adenine 
phosphoribosyl transferase, adenine 
phosphoribosyltransferase, expressed 
sequence C85684 
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SEQ 

ID 

NO. 


GLGC 
D NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Qene 
Name 


Human Homologous Cluster Title 

- ;• - . . . • • • " ■ 

• ^ < $ % : j. . r ' 


4322 


7789 


NM_15363'0 


d 




EST, Moderately similar to CCAD MOUSE 
VOLTAGE-DEPENDENT L-TYPE CALCIUM 
CHANNEL ALPHA-1D SUBUNIT 
M.musculus], ESTs, Moderately similar to 
T17101 probable voltage-activated cation 
channel - rat [R.norvegicus], ESTs, Weakly 
similar to CCAD MOUSE VOLTAGE- 
DEPENDENT L-TYPE CALCIUM CHANNEL 
ALPHA-1D SUBUNIT [M.musculus], Homo 
sapiens cDNA FLJ22153 fis, done 
HRC00149, Mus musculus sperm ion 
channel mRNA, complete cds, RIKEN cDNA 
8430418G19 gene, calcium channel, 
voltage-dependent, L type, alpha 1Q 
subunit, novel protein (ortholog of rat four 


2229 


7740 


All 75011 


w 




EST, Moderately similar to COF1_HUMAN 
COFILIN, NON-MUSCLE ISOFOR 
[H. sapiens], EST, Weakly similar to 
COF1JHUMAN COFILIN, NON-MUSCLE 
ISOFOR [H.sapiens], ESTs, Highly similar to 
DEST.HUMAN DESTRIN [H.sapiens], 
ESTs, Moderately similar to COF1JHUMAN 
COFILIN, NON-MUSCLE ISOFOR 
[H.sapiens], Homo sapiens cDNA FU30934 
fis, clone FEBRA2007017, moderately 
similar to Homo sapiens TRAF4-associated 

fartnr ? mPMA 


3490 


23226 


NM_019360 


v, y, gg, hh 




EST, Moderately similar to COXLMOUSE 
Cytochrome c oxidase polypeptide VIC-2 
[R.norvegicus], ESTs, Moderately similar to 
COXH_HUMAN CYTOCHROME C 
OXIDASE POLYPEPTIDE VIC 
PRECURSOR [H.sapiens], cytochrome c 
oxidase subunit Vic, cytochrome c oxidase, 
snhunitVIn ' 
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lb 
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■ v; . * ' • \ 


GenBank 
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RefSeq ID 

Nb; 


ModehCode 


Human Homologous Gene 
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Human Homologous Cluster Title % 


4386 


15516 


U68544 


b 




EST, Moderately similar to CYPMJRAT 
Peptidyl-prolyl cis-trans isomerase, 
mitochondrial precursor (PPIase) 
(Rotamase) (Cydophilin F) [R.norvegicus], 
ESTs, Highly similar to CYPH MOUSE 
PEPTIDYL-PROLYL CIS-TRANS 
ISOMERASE A [M.musculus], ESTs, 
Weakly similar to CYPM_RAT Peptidyi- 
prolyl cis-trans isomerase, mitochondrial 
precursor (PPIase) (Rotamase) (Cydophilin 
F) [R.norvegicus], RIKEN cDNA 
2510026KQ4 gene, RIKEN cDNA 
4930520F12 gene, expressed sequence 
AI256741, expressed sequence AW4571 92, 
peptidylprolyl isomerase A, peptidylprolyl 
isomerase E fcvdODhilin EV DeotidviDrolvI 
isomerase F (cydophilin F) 


2588 


24501 


AI232006 


m 




EST, Moderately similar to EF1 DJHUMAN 
ELONGATION FACTOR 1 -DELTA 
[H.sapiens], ESTs, Moderately similar to 
EF1 DJHUMAN ELONGATION FACTOR 1- 
DELTA [H.sapiens], hypothetical protein 
FLJ20897 


3271 


21396 


NMJ)13198 


k,jj 




EST, Moderately similar to FIG1 MOUSE 
FIG-1 PROTEIN PRECURSOR 
[M.musculus], RIKEN cDNA 1 1 1 0061 B1 8 
gene, RIKEN cDNA 4930438A08 gene, 
expressed sequence AI482520, expressed 
sequence AW990848, interleukin-four 
induced gene 1 f monoamine oxidase B 


3164 


20945 


NMJ312875 


gg, hh 




EST, Moderately similar to G02654 
ribosomal protein L39 [H.sapiens], EST, 
Moderately similar to RL39JHUMAN 60S 
ribosomal protein L39 [R.norvegicus], ESTs, 
Highly similar to G02654 ribosomal protein 
L39 [H.sapiens], ESTs, Moderately similar to 
G02654 ribosomal protein L39 [H.sapiens], 
RIKEN cDNA 2810465016 gene, RIKEN 
cDNA 3930402110 gene, RIKEN cDNA 
493051 7K11 gene, ribosomal protein L39, 
ribosomal protein L39-like 
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" ' 


GenBank 
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RefSeq ID 
No. 
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• 


luman Homologous Gene 
Name 


Human Homologous Cluster Title ■> • < 


4348 


17626 


S78556 


qq 




EST, Moderately similar to GR75_HUMAN 
MITOCHONDRIAL STRESS-70 PROTEIN 
PRECURSOR [H.sapiens], ESTs, Highly 
similar to 156581 dnaK-type molecular 
chaperone grp75 precursor - rat 

R nnrvAnini^l F£T<5 MnrfprAfpIv Qimilfir fn 
lUi vcryiuuoj, i— o i o, ivtuuci aiciy oiiiuiai vj 

GR75_HUMAN MITOCHONDRIAL STRESS 
70 PROTEIN PRECURSOR [H.sapiens], 
heat shock 70kD protein 9B (mortalin-2), 

hppf fthnrk nrntpin 7 A kDa A 


3231 


24607 


NM_013075 


n 




EST, Moderately similar to HXA1JW . 
Homeobox protein Hox-A1 [R.norvegicus], 
lomeo box A1 , homeo box B1 , homeo box 
D1 


3278 


1495 


NM_013221 


f, General, 
qq, w 




EST, Moderately similar to 15831 1 HMG-box 
containing protein 1 - rat [R.norvegicus], 
ESTs, Highly similar to 15831 1 HMG-box 
nfjntaininn nrotein 1 - rat fR norvpaicusl 
ESTs, Moderately similar to 15831 1 HMG- 
box containing protein 1 - rat [Rnorvegicus], 
HMG-box containing protein 1, Mus 
musculus, Similar to protein kinase, lysine 
deficient 4, clone IMAGE:4973225, mRNA, 
partial cds, RIKEN cDNA 1200010B10 
gene, KiKbN cuna i /ouuoouuo gene 


3278 


18230 


NMJ)13221 


r 




EST, Moderately similar to 158311 HMG-box 
containing protein 1 - rat [R.norvegicus], 
ESTs, Highly-similar to 158311 HMG-box 
containing protein 1 - rat [R.norvegicus], 
HMG-box containing protein 1, RIKEN 
cDNA 1700058005 gene 


2785 


3489 


AI237620 


n 


- 


EST, Moderately similar to 175615 
mammary tumor integration site 6 oncogene 
protein - mouse [M.musculus], EST, Weakly 
similar to IF36JWMAN EUKARYOTIC 
TRANSLATION INITIATION FACTOR 3 
SUBUNIT 6 [H.sapiens], ESTs, Moderately 
similar to IF36_.HU MAN EUKARYOTIC 
TRANSLATION INITIATION FACTOR 3 
SUBUNIT 6 [H.sapiens], eukaryotic 
translation initiation factor 3, subunit 6 
(48kD), mammary tumor integration site 6 
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Human Homologous Cluster Title 


4087 


1029 | 


NM 053953 


mm 




EST, Moderately similar to IL1S MOUSE 
INTERLEUKIN-1 RECEPTOR, TYPE II 
PRECURSOR [M.musculus], interleukin 1 
receptor, type II, lymphocyte-activation gene 
3 


3426 


24732 


NMJ319130 


9 




EST, Moderately similar to INS2_RAT 
Insulin 2 precursor [R.norvegicus], ESTs, 
Moderately similar to INS2 MOUSE 
INSULIN 2 PRECURSOR [M.musculus], 
expressed sequence AA986540, insulin, 
Insulin II 


710 


4678 


AA893384 


V 




EST, Moderately similar to IRF3J-IUMAN 
INTERFERON REGULATORY FACTOR 3 
[H.sapiens], ESTs, Moderately similar to 
IRF3 MOUSE INTERFERON 
REGULATORY FACTOR 3 [M.musculus], 
ESTs, Weakly similar to 1RF3 MOUSE 
INTERFERON REGULATORY FACTOR 3 
[M.musculus], interferon regulatory factor 3 


1515 


4679 


AI029847 


Genera! 




EST, Moderately similar to IRF3_HUMAN 
INTERFERON REGULATORY FACTOR 3 
[H.sapiens], ESTs, Moderately similar to 
IRF3 MOUSE INTERFERON 
REGULATORY FACTOR 3 [M.musculus], 
ESTs, Weakly similar to IRF3 MOUSE 
INTERFERON REGULATORY FACTOR 3 
[M.musculus], interferon regulatory factor 3 


3565 


22412 


NMJ)22392 


f, P, s, 
General, ee, 
ff 


• 


EST, Moderately similar to ISI1_RAT Insulin- 
induced protein 1 (Insulin-induced growth 
response protein CL-6) (Immediate-early 
protein CL-6) [R.norvegicus], RiKEN cDNA 
2900053111 gene, insulin induced gene 1, 
insulin induced orotein 2 


3565 


22413 


NM„022392 


a, f. p, 
General, ee, 

ff.qq 




EST, Moderately similar to 1SI1_RAT Insulin- 
induced protein 1 (Insulin-induced growth 
response protein CL-6) (Immediate-early 
protein CL-6) [R.norvegicus], RIKEN cDNA 
2900053111 gene, insulin induced gene 1, 
insulin induced Drotein 2 


3565 


22414 


NMJ)22392 


ff 




EST, Moderately similar to ISI1_RAT Insulin- 
induced protein 1 (Insulin-induced growth 
response protein CL-6) (Immediate-early 
protein CL-6) [R.norvegicus], RIKEN cDNA 
2900053111 gene, insulin induced gene 1, 
insulin induced Drotein 7 
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SEQ 

ID . 
NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title * : 


3565 


22415 


NM_022392 


p, General, 
ff 




EST, Moderately similar to ISI1_RAT Insulin- 
induced protein 1 (Insulin-induced growth 
response protein CL-6) (Immediate-early 
protein CL-6) [R.norvegicus], RIKEN cDNA 
2900053111 gene, insulin induced gene 1, 
insulin induced Drotein 2 


1101 


12479 


AA957557 


a, w 




EST, Moderately similar to ITH3_RAT Inter- 
alpha-trypsin inhibitor heavy chain H3 
precursor (1TI heavy chain H3) . 
[Rnorvegicus], hypothetical protein 
MGC10848, inter-alpha trypsin inhibitor, 
heavy chain 1, inter-alpha trypsin inhibitor, 
heavy chain 3, pre-alpha (globulin) inhibitor, 
H3 polypeptide, pre-alpha-inhibitor, heavy 

chain 3 


3419 


537 


NMJ)17351 


h, ss, uu 




EST, Moderately similar to ITH3_RAT Inter- 
alpha-trypsin inhibitor heavy chain H3 
precursor (ITI heavy chain H3) 
[R.norvegicus], inter-alpha (globulin) 
inhibitor, H1 polypeptide, inter-alpha 
(globulin) inhibitor, H2 polypeptide, inter- 
alpha trypsin inhibitor, heavy chain 1, inter- 
alpha trypsin inhibitor, heavy chain 3, pre- 

alnha fnlnhnlirrt mhihitnr H3 nnlvnentirta 


1918 


4402 


Al 103874 


kk , 




EST, Moderately similar to JQ1522 
peptidylprolyl isomerase [H.sapiens], ESTs, 
Moderately similar to 1613455A FK506 
binding protein FKBP [Ksapiens], FK506 
binding protein 3 (25kD), FK506 binding . 
protein 7, FK506 binding protein 9 (63 kD), 
FK506 binding protein precursor, 
h vnnthRtical nrntein Fl . I?f)731 
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GenBank 
Acc. or 
RefSeq ID 
No. 
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Human Homologous Gene 
Name $- ] 


Human Homolbigous Cluster Title T ; 


4257 


18867 


NM_1 38900 

t 


b,h, 

General, dd, 
rr 




EST, Moderately similar to MAS2_HUMAN 
MAN NAN-BINDING LECTIN SERINE 
PROTEASE 2 PRECURSOR [H.sapiens], 
ESTs, Moderately similar to CRARJHUMAN 
COMPLEMENT-ACTIVATING 
COMPONENT OF RA-REACTIVE FACTOR 
PRECURSOR [H.sapiens], Mus musculus, 
Similar to complement component 1 , s 
subcomponent clone MGC: 19094 
IMAG&41 96654, mRNA, complete cds, 
Mus musculus, Similar to complement 
component 1, s subcomponent, clone 
MGC:28492IMAGE:41 66254, mRNA, 
complete cds, complement component 1, r 
subcomponent, complement component 1 , s 
subcomponent, mannan-binding lectin 
serine protease 2 


3772 


164 


NM_031151 


V 




EST, Moderately similar to MDHM_RAT 
MALATE DEHYDROGENASE, 
MITOCHONDRIAL PRECURSOR 
[R.norvegicus], EST, Weakly similar to 
DEMSMM malate dehydrogenase 
[M.musculus], malate dehydrogenase 2, 
NAD (mitochondrial), malate 
riehvdroofinaRfi. mitochondrial 


537 


16037 


AA891441 


j 




EST, Moderately similar to MPL3 RAT 
MICROTUBULE-ASSOCIATED PROTEINS 
1A/1B LIGHT-CHAIN 3 [R.norvegicus], 
ESTs, Highly similar to MPL3J-IUMAN ! 
Micrptubule-associated proteins 1A/1B light 
chain 3 (MAP1A/MAP1B LC3) [H.sapiens], 
ESTs, Moderately similar to MPL3 RAT 
MICROTUBULE-ASSOCIATED PROTEINS 
1A/1B LIGHT CHAIN 3 [R,norvegicus], 
GABA(A) receptor-associated protein like 1, 
GABA(A) receptor-associated protein-like 2, 
GABA(A) receptors associated protein like 
3, microtubule-associated protein 1 light 
chain 3 alpha, microtubule-associated 
proteins 1A/1B light chain 3 



03065993A2 I > 



WO 03/065993 



PCT/US03/03482 



460 



TABLE 2 . •■ ... V;, , Attorney Docket No. 44921 -51 13WO 
^ ^ : ? : ^ : Document No. 1926271.2 


SEQ 

ID . 
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GLGC 
ID NO. 


GenBank : 
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RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name* 


Human Homologous Cluster Title 


3986 


23558 


NMJ53507 


General 




EST, Moderately similar to NDK3_MOUSE 
NUCLEOSIDE DIPHOSPHATE KINASE 3 
(NDK 3) (NDP KINASE 3) (NM23-M3) (DR- 
NM23) [M.muscutus], expressed in non- 
metastatic cells 3, expressed in non- 

mofactafir' ppIIq A nmfpin f 

M4)(nucleoside diphosphate kinase), 
expressed sequence AI413736, non- 
metastatic cells 3, protein expressed in, non- 

mptastatin r.plls A nrntpin pynrpssprl in 


2218 


18498 


AI172452 


m. ii, II, uu 




EST, Moderately similar to OSHU7L 

nvtnnh mm p-c. oxiriasp HH ^anipn*?! ESTs 

Weakly similar to COXJ.RAT Cytochrome c 
oxidase polypeptide VI la-liver/heart, 
mitochondrial precursor (Cytochrome c 
oxidase subunit Vlla-L^ IR.norveaicus1 


2607 


18497 


AI232307 


c 




EST, Moderately similar to OSHU7L 
cytochrome-c oxidase [H.sapiens], ESTs, 
Weakly similar to COXJ_RAT Cytochrome c 
oxidase polypeptide Vlla-Iiver/heart, 
mitochondrial precursor (Cytochrome c 
oxidase subunit VI la-L^ [R.norveaicusl 


3389 


17715 


NM_017274 


ss,xx 




EST, Moderately similar to PLSB MOUSE 
GLYCEROL-3-PHOSPHATE 
ACYLTRANSFERASE, MITOCHONDRIAL 
PRECURSOR [M.musculus], EST, Weakly 
similar to PLSB_RAT GLYCEROL-3- 
PHOSPHATE ACYLTRANSFERASE, 
MITOCHONDRIAL PRECURSOR (GPAT) 
[R.norvegicus], ESTs, Weakly similar to 
GLYCEROL-3-PHOSPHATE 
ACYLTRANSFERASE PRECURSOR 
[M.musculus], ESTs, Weakly similar to 
PLSB MOUSE GLYCEROL-3-PHOSPHATE 
ACYLTRANSFERASE, MITOCHONDRIAL 
PRECURSOR [M.musculus], KIAA1560 
protein, glycerol-3-phosphate 
acyltransferase, mitochondrial 
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Human Homologous Cluster Title 


3389 


20282 


NM_017274 


y 




EST, Moderately similar to PLSB MOUSE 
GLYCEROL-3-PHOSPHATE 
ACYLTRANSFERASE, MITOCHONDRIAL 
PRECURSOR [M.musculus], EST, Weakly 
similar to PLSB_RAT GLYCEROLS 
PHOSPHATE ACYLTRANSFERASE, 
MITOCHONDRIAL PRECURSOR (GPAT) 
[R.norveglcus], ESTs, Weakly similar to 
GLYCEROL-3 PHOSPHATE 
ACYLTRANSFERASE PRECURSOR 
[M.musculus], ESTs, Weakly similar to 
PLSB MOUSE GLYCEROL-3-PHOSPHATE 
ACYLTRANSFERASE, MITOCHONDRIAL 
PRECURSOR [M.musculus], KIAA1560 
protein, glycerol-3-phosphate 
acyltransferase, mitochondrial 


189 


9840 


M817964 


g 




EST, Moderately similar to PON1JRAT 
Serum paraoxonase/arylesterase 1 (PON 1) 
(Serum aryldiakylphpsphatase 1) (A- 
esterase 1) (Aromatic esterase 1) 
[R.norvegicus], EST, Weakly similar to 
PON1_RAT Serum 

paraoxonase/arylesterase 1 (PON 1) j 
(Serum aryldiakylphosphalase 1) (A- 
esterase 1) (Aromatic esterase 1} 
[R.norvegicus], Homo sapiens cDNA 
FU30126 fis, clone BRACE1000114, 

riQrpnvAQpoo'i" njarpnvnnaco 9 


4400 


9841 


U94856 


w 




EST, Moderately similar to PON1_RAT 
Serum paraoxonase/arylesterase 1 (PON 1) 
(Serum aryldiakylphosphatase 1) (A- 
esterase 1 ) (Aromatic esterase 1 ) 
[Rnorvegicus], EST, Weakly similar to 
PON1JRAT Serum 
paraoxonase/arylesterase 1 (PON 1) 
(Serum aryldiakylphosphatase 1) (A- 
esterase 1) (Aromatic esterase 1) 
[R.norvegicus], Homo sapiens cDNA 
FLJ30126 fis, clone BRACE1000114, 

naranvnnacp 1 naranvnrtQgftj? 
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SEQ ( 
ID 1 
NO. 
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D NO. i 


SenBank 
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No. 


VIodel Code I 

•- I 


-Human Homologous Gene I 
Mame 


Human Homologous; Cluster Title 


4400 < 


9842 


U94856 


PP 




EST, Moderately similar to PON1JRAT 

^pmm naranyona<?p/arvIp^terass 1 (PON 1^ 

[Serum aryldlakylphosphatase 1) (A- 
esterase 1) (Aromatic esterase 1) 
Rnorvegicus], EST, Weakly similar to 
PON1_RAT Serum 
paraoxonase/arylesterase i (PON 1) 
[Serum aryldlakylphosphatase 1) (A- 
esterase 1) (Aromatic esterase 1) 
Rnorvegicus], Homo sapiens cDNA 
FLJ301 26 fis, done BRACE1 0001 14, 

naraftvnnaco i naranvAnoca O 


2085 


1335 


AI169105 


ss 




EST, Moderately similar to PON1JRAT 
Serum paraoxonase/arylesterase 1 (PON 1) 

'Qonim arwIrliakvlnhncnHataco 1\ i A- 
ocIUm al yiUldI\yipi lUbpi Idldoc \j \r\ 

esterase 1 ) (Aromatic esterase 1 ) 
Rnorvegicus], ESTs, Moderately similar to 
PON2_HUMAN SERUM 
PARAOXONASE/ARYLESTERASE 2 
[H.sapiens], Homo sapiens cDNA FLJ30126 
fis, clone BRACE1000114, Mus musculus, 
Similar to paraoxonase 2, clone MGC:11614 
1MAGE:31 54583, mRNA, complete cds, 
paraoxonase 1, paraoxonase 2 


201 


6016 


AA818163 


X 




EST, Moderately similar to PON1_RAT 
Serum paraoxonase/arylesterase 1 (PON 1) 
(Serum aryldlakylphosphatase 1) (A- 
esterase 1) ^Aromatic esterase 1) 
[Rnorvegicus], Homo sapiens cDNA 
FU30126 fis, clone BRACE1000114, 
expressed sequence AI786302, 

npranxnnasfi 1 naranxonast* 3 


533 


9136 


AA891226 


rr.tt 




EST, Moderately similar to PSB5_RAT 
Proteasome subunit beta type 5 precursor 
(Proteasome epsilon chain) (Macropaln 
epsilon chain) (Multicatalytic endopeptidase 
complex epsilon chain) (Proteasome subunit 
X) (Proteasome chain 6) [Rnorvegicus], 
RIKEN cDNA 5830406J20 gene, 
proteasome (prosome, macropain) subunit, 
beta type 5, proteasome (prosome, 
_marrnnain>siihnnit hptatvnp Pi 
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Name • 


Human Homologous Cluster Title . 


4260 


18082 


NM J 38907 


nn 




EST, Moderately similar to PTE2_HUMAN 
PEROXISOMAL ACYL-COENZYME A 
THIOESTER HYDROLASE 2 
(PEROXISOMAL LONG-CHAIN ACYL-COA 
THIOESTERASE 2) (ZAP128) [H.sapiens], 
ESTs, Weakly similar to MTE1_RAT Acyl 
coenzyme A thioester hydrolase, 
mitochondrial precursor (Very-long-chain 
acyl-CoA thioesterase) (MTE-I) 
[Rnorvegicus], ESTs, Weakly similar to 
PTE2.HUMAN PEROXISOMAL ACYL- 
COENZYME A THIOESTER HYDROLASE 
2 (PEROXISOMAL LONG-CHAIN ACYL- 
COA THIOESTERASE 2) (ZAP128) 
[H.sapiens], Homo sapiens cDNA FLJ31235 

similar to Mus musculus peroxisomal long 
chain acyl-CoA thioesterase lb (Ptelb) 
gene, Mus musculus, Similar to bile acid 
Coenzyme A: amino acid N-acyltransferase 
(glycine N-choloyltransferase), clone 
MGC:19156 IMAGE:4220620, mRNA, 
complete cds, mitochondrial acyl-CoA 
thioesterase 1, peroxisomal long-chain acyl- 
coA thioesterase 
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SEQ 

ID 
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ID NO 


GenBank 
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Human Homologous Gene 
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Human Homologous Cluster Title W 


4260 


18083 


NMJ 38907 


m, o.jj, nn, 

XX 




EST, Moderately similar to PTE2JHUMAN 
PEROXISOMAL ACYL-COENZYME A 
THIOESTER HYDROLASE 2 
(PEROXISOMAL LONG-CHAIN ACYL-COA 
THIOESTERASE 2) (ZAP128) [H.sapiens], 
ESTs, Weakly similar to MTE1JRAT Acyl 
coenzyme A thloester hydrolase, 
mitochondrial precursor (Very-long-chain 
acyi-CoA thioesterase) (MTE-I) 
[R.norvegicus], ESTs, Weakly similar to 
PTE2J-JUMAN PEROXISOMAL ACYL- 
COENZYME A THIOESTER HYDROLASE 
2 (PEROXISOMAL LONG-CHAIN ACYL- 
COA THIOESTERASE 2) (ZAP128) 
[H.sapiens], Homo sapiens cDNAFLJ31235 
fis f done KIDNE2004681, moderately 
similar to Mus musculus peroxisomal long 
chain acyl-CoA thioesterase lb (Ptelb) 
gene, Mus musculus, Similar to bile acid 
Coenzyme A: amino acid N-acyltransferase 
(glycine N-choloyltransferase), clone 
MGC:19156 IMAGE:4220620, mRNA, 
complete cds, mitochondrial acyi-CoA 
thioesterase 1, peroxisomal long-chain acyl- 
coA thioesterase 
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SEQ 

ID 
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GLGC 
ID NO. 


GenBank 
Acc or 
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Human Homologous Gene "! 
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Human Homologous Cluster Title;* 

• • .•. • « • 

' 4" *'"".* ' ', • • • • 


2624 


5602 


AI232611 


o, ff, xx 




EST, Moderately similar to PTE2_HUMAN 
PEROXISOMAL ACYL-COENZYME A 
THIOESTER HYDROLASE 2 
(PEROXISOMAL LONG-CHAIN ACYL-COA 
THIOESTERASE 2) (ZAP128) [H.sapiens], 
ESTs, Weakly similar to PTE2 JHUMAN 
PEROXISOMAL ACYL-COENZYME A 
THIOESTER HYDROLASE 2 
(PEROXISOMAL LONG-CHAIN ACYL-COA 
THIOESTERASE 2) (ZAP128) [H.sapiens], 
Homo sapiens cDNA FLJ31235 fis, clone 
KIDNE2004681, moderately similar to Mus 
musculus peroxisomal long chain acyl-CoA 
thioesterase lb (Ptelb) gene, Mus 
musculus, Similar to cytosolic acyl-CoA 
thioesterase 1, clone MGC:27572 

IMAf^P'AAft^Q7^ mDMA onmnlofo /vie 

uvirt\3C.*t*K)v)s7f o, nirviMA, compicie COS, 
RIKEN cDNA 4632408A20 gene, expressed 
sequence AW1 08394, mitochondrial acyl- 
CoA thioesterase 1, peroxisomal acyl-CoA 
thioesterase 2A, peroxisomal acyl-CoA 
thioesterase 2B, peroxisomal long-chain 
acyl-coA thioesterase 


3132 


1478 


NM_012744 


kk 




EST, Moderately similar to PYC_RAT 
Pyruvate carboxylase, mitochondrial 
precursor (Pyruvic carboxylase) (PCB) 
[Rnorvegicusfc Mus musculus, Similar to 
Propionyl Coenzyme A carboxylase, alpha 
polypeptide, clone MGC:11973 
IMAGE:3601148, mRNA, complete cds, 
pyruvate carboxylase, pyruvate 
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ID 1 
NO 


3LGC I 
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• 


SenBank 
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No. 


Model Code 


Human Homologous Gene 
Name 


Huniari Homologous Cluster Title 


1591 


18205 


AI044836 


h 




EST, Moderately similar to RBM8JHUMAN 
PUTATIVE RNA-BINDING PROTEIN 8 • 
H.sapiens], ESTs, Moderately similar to 
NUCLEOLIN [M.musculus], ESTs, 
Moderately similar to RBM8.HUMAN 
PUTATIVE RNA-BINDING PROTEIN 8 
H.sapiens], ESTs, Weakly similar to. 
NUCL_HUMAN NUCLEOLIN [H.sapiens], 
Homo sapiens, clone MGC:22221 
IMAGE:4687764, mRNA, complete cds, 
Mus musculus, Similar to fusion, derived 
from t(12;16) malignant liposarcoma, clone 
MGC:18917 IMAGE:31 53860, mRNA, 
complete cds, Nucleolin, RNA binding motif 
protein 8A, TAF15 RNA polymerase II, 
TATA box binding protein (TBP)-associated 
factor, 68 kDa, eukaryotic translation 
initiation factor 3, subunit 4 (delta, 44 kDa), 
nucleolin, pigpen 


2155 


18535 


AM 70979 


dd, oo 




EST, Moderately similar to REQNJMOUSE 
ZINC-FINGER PROTEIN NEURO-D4 
[M.musculus], Neuro-d4 (rat) homolog, PHD 
zinc finger protein XAP135, isoform b, 
RIKEN cDNA 160001 2H06 gene, RIKEN 
cDNA 1810055P05 gene, expressed 
sequence C78788, neuro-d4, neuronal d4 
domain familv memhftr 


2641 


4442 


AI233163 


gg, hh 




EST, Moderately similar to RL1 INHUMAN 
60S RIBOSOMAL PROTEIN L11 
[H.sapiens], EST, Moderately similar to 
RL1 INHUMAN 60S ribosomal protein L11 
[R.norvegicus], EST, Weakly similar to 
RL11_HUMAN 60S RIBOSOMAL PROTEIN 
L11 [H.sapiens], ESTs, Highly similar to 
RIKEN cDNA 2010203J19 [Mus musculus] 
[M.musculus], ESTs, Moderately similar to 
RL1 1_HUMAN 60S RIBOSOMAL PROTEIN 
L11 [H.sapiens], RIKEN CDNA2010203J19 
gene, ribosomal protein L11 
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Human Homologous Gene 

Name./ 


Human Homologous Cluster Title . ... 


4446 


4441 


X62146 


ee 




EST, Moderately similar to RL11_HUMAN 
60S RIBOSOMAL PROTEIN L11 
[H.sapiens], EST, Moderately similar to 
RL1 1.HUMAN 60S ribosomal protein L1 1 
[R.norvegicus], EST* Weakly similar to 
RL1 INHUMAN 60S RIBOSOMAL PROTEIN 
L11 [H.sapiens], ESTs, Highly similar to 
RIKEN cDNA 2010203J19 [Mus musculus] 
[M.musculus], ESTs, Moderately similar to 
RL1 1_HUMAN 60S RIBOSOMAL PROTEIN 
L11 [H.sapiens], RIKENcDNA2010203J19 
gene, ribosomal protein L1 1 


3215 


17174 


NM_013030 


gg, hh 




EST, Moderately similar to RL17JHUMAN 
60S RIBOSOMAL PROTEIN L17 
[H.sapiens], EST, Weakly similar to RL17 
RAT 60S RIBOSOMAL PROTEIN L17 
[R.norvegicus], EST, Weakly similar to 
RL17JHUMAN 60S RIBOSOMAL PROTEIN 
L17 [H.sapiens], ESTs, Highly similar to 
R5HU22 ribosomal protein L17, cytosolic 
[H.sapiens], ESTs, Highly similar to RL17 
RAT 60S RIBOSOMAL PROTEIN L17 
[R.norvegicus], ESTs, Weakly similar to 
R5HU22 ribosomal protein L17, cytosolic 
[H.sapiens], Mus musculus adult female 
placenta cDNA, RIKEN full-length enriched 
library, clone:1 60002901 5:hexokinase 1, 
full insert sequence, ribosomal protein L17 


4438 


17175 


X58389 


rr 




EST, Moderately similar to RL17J-IUMAN 
60S RIBOSOMAL PROTEIN L17 
[H.sapiens], EST, Weakly similar to RL17 
RAT 60S RIBOSOMAL PROTEIN L17 
[R.norvegicus], EST, Weakly similar to 
RL17JHUMAN 60S RIBOSOMAL PROTEIN 
L17 [H.sapiens], ESTs, Highly similar to 
R5HU22 ribosomal protein L17, cytosolic 
[H.sapiens], ESTs, Highly similar to RL17 
RAT 60S RIBOSOMAL PROTEIN L17 
[R.norvegicus], ESTs, Weakly similar to 
R5HU22 ribosomal protein L17, cytosolic 
[H.sapiens], Mus musculus adult female 
placenta cDNA, RIKEN full-length enriched 
library, clone: 1 60002901 5:hexokinase 1, 
full insert sequence, ribosomal protein L17 



NSDOCID: <WO 03065993A2J_> 



WO 03/065993 



PCT/US03/03482 



468 



TABLE 2 






^ Attorney Docket No. 44921-5113WO 
Document No. 1926271.2 
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NO. 
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ID NO. 


GenBank 
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RefSeq ID 
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Model Code 


Human Homologous Gene 
Name . >>. 


Human HpmplqgoiJs Cjuster Title 


2094 


18641 


AI169225 


ee 




EST, Moderately similar to RL35_HUMAN 
60S RIBOSOMAL PROTEIN L3 [H.sapiens], 
EST, Moderately similar to RL35JRAT 60S 
RIBOSOMAL PROTEIN L35 [R.norvegicus], 
Homo sapiens, clone IMAGE:4183312, 
mRNA nartial cds ribosomal orotein L35 


3015 


17211 


M34331 


ee,II 




EST, Moderately similar to RL35.HUMAN 
60S RIBOSOMAL PROTEIN L3 [H.sapiens], 
EST, Moderately similar to RL35_RAT 60S 
RIBOSOMAL PROTEIN L35 [R.norvegicus], 
Homo sapiens, clone IMAGE:4183312, 
mRNA nartial fid*? riho^nmal nrotpin I 35 


3015 


26030 


M34331 


bb, I! 




EST, Moderately similar to RL35_HUMAN 
60S RIBOSOMAL PROTEIN L3 [H.sapiens], 
EST, Moderately similar to RL35_RAT 60S 
RIBOSOMAL PROTEIN L35 [R.norvegicus], 
Homo sapiens, clone IMAGE:4183312, 
mRNA, partial cds, ribosomal protein L35 


3868 


16918 


NMJ331709 


x, z, ee, gg, 
hh, II 




EST, Moderately similar to RS12_HUMAN 
40S RIBOSOMAL PROTEIN S1 [H.sapiens], 
ESTs, Moderately similar to R3HU12 
ribosomal protein S12, cytosolic [H.sapiens], 
ESTs, Moderately similar to RS12 MOUSE 
40S RIBOSOMAL PROTEIN S12 
[M.musculus], ribosomal protein S12 


3908 


10267 


NM_031838 


h 




EST, Moderately similar to RS2 MOUSE 
40S RIBOSOMAL PROTEIN S2 
[M.musculus], EST, Weakly similar to 
ribosomal protein S2; 40S ribosomal protein 
S2 [Homo sapiens] [H.sapiens], EST, 
Weakly similar to RS2_HUMAN 40S 
RIBOSOMAL PROTEIN S2 [H.sapiens], 
EST, Weakly similar to RS2_RAT 40S 
RIBOSOMAL PROTEIN S2 \R norveaicusl 
ESTs, Highly similar to ribosomal protein 1 
S2; 40S ribosomal protein S2 [Homo 
sapiens] [H.sapiens], ESTs, Highly similar to 
ribosomal protein S2; repeat family 3 gene 
[Mus musculus] [M.musculus], Homo 
sapiens, clone IMAGE:4816496, mRNA, 
partial cds, ribosomal protein S2 
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Human Homologous Cluster Title,, 


3908 


10269 


NM.031838 


w 




EST, Moderately similar to RS2 MOUSE 
40S RIBOSOMAL PROTEIN S2 j 
[M.musculus], EST, Weakly similar to 
ribosomal protein S2; 40S ribosomal protein 
S2 [Homo sapiens] [H.sapiens], EST, | 
Weakly similar to RS2_HUMAN 40S ! 
RIBOSOMAL PROTEIN S2 [H.sapiens], 
EST, Weakly similar to RS2_RAT 40S 
RIBOSOMAL PROTEIN S2 [R.norvegicus], 
ESTs, Highly similar to ribosomal protein 
S2; 40S ribosomal protein S2 [Homo 
saDiensl FH saDiensI ESTs Hiahlv similar to 
ribosomal protein S2; repeat family 3 gene 
[Mus musculus] [M.musculus], Homo 
sapiens, clone IMAGE:4816496, mRNA, . 
partial cds, ribosomal protein S2 


3756 


19161 


NMJ)31111 


j, ee 




EST, Moderately similar to RS21.RAT 40S 
RIBOSOMAL PROTEIN S21 [Rnorvegicus], 
ribosomal protein S21 


1333 


10820 


AI009411 


ee 




EST, Moderately similar to RS3_MOUSE 
40S ribosomal protein S3 [R.norvegicus], 
EST, Weakly similar to RS3.MOUSE 40S 
ribosomal protein S3 [Rnorvegicus], ESTs, 
Highly similar to RS3_MOUSE 40S 
ribosomal protein S3 [R.norvegicus], ESTs, 
Moderately similar to RS3JHUMAN 40S 
RIBOSOMAL PROTEIN S [H.sapiens], 
ESTs, Weaklysimilar to RS3 MOUSE 40S 
RIBOSOMAL PROTEIN S3 [M.musculus], 
hypothetical protein FLJ11252, hypothetical 
protein FLJ23059, myoinositol 1 -phosphate 
synthase A1 , ribosomal protein S3 


621 


13647 


AA892367 


z, General, 
ii,rr 




EST, Moderately similar to S34195 
ribosomal protein L3, cytosolic [H.sapiens], 
EST, Weakly similar to S34195 ribosomal 
protein L3, cytosolic [H.sapiens], ESTs, 
Highly similar to S34195 ribosomal protein 
L3, cytosolic [H.sapiens], ESTs, Moderately 
similar to RL3_RAT 60S RIBOSOMAL 
PROTEIN L3 (L4) [R.norvegicus], ESTs, 
Weakly similar to RL3 MOUSE 60S 
RIBOSOMAL PROTEIN L3 [M.musculus], 
RIKEN cDNA 1110057H16 gene, ribosomal 
protein L3, ribosomal protein L3-like 
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•• • ■ :!.;_■■ 


4447 


13646 , 


K62166 I 
( 
< 


, m, s, z, 
Seneral, bb, 
x, ii, qq, it 




EST, Moderately similar to S34195 
ribosomal protein L3, cytosolic [H.sapiens], 
EST, Weakly similar to S34195 ribosomal 
protein L3, cytosolic [H.sapiens], ESTs, 

-linhh/ cimilar \c\ ^^4.1 Q^i rihn^omal nrnt^in 
niyiuy oiiiiiicu vj ocrt i &o 1 iuvowi i icii fjiuuzm 

L3, cytosolic [H.sapiens], ESTs, Moderately 
similar to RL3_RAT 60S RIBOSOMAL 
PROTEIN L3 (L4) [Rnorvegicus], ESTs, 
Weakly similar to RL3 MOUSE 60S 
RIBOSOMAL PROTEIN L3 [M.musculus], 
RIKEN cDN A 1 1 1 0057H 1 6 gene , ribosomal 
protein L3, ribosomal protein L3-like 


667 


6951 


AA892820 


bb 




EST, Moderately similar to S70642 ubiquitin 
ligase Nedd4 - rat (fragment) 
[R.norvegicus], ESTs, Highly similar to 
S70642 ubiquitin ligase Nedd4 - rat 
(fragment) [R.norvegicus], ESTs, 
Moderately similar to or uo4z uDiquiun 
ligase Nedd4 - rat (fragment) 
[Rnorvegicus], ESTs, Weakly similar to 
NED4 MOUSE NEDD-4 PROTEIN j 
[M.musculus], neural precursor cell 
expressed, developmental^ down-regulated 
4, neural precursor ceil expressed, 
developmental^ down-regulated gene 4a 


2278 


15191 


AI176456 


t,w 




EST, Moderately similar to SMHU1E 
metallothionein 1E [H.sapiens], ESTs, 
Highly similar to SMHU1 B metallothionein 
1B [H.sapiens], H.sapiens mRNA for 
metallothionein isoform 1R, Homo sapiens 
metallothionein 1 H-like protein mRNA, 
complete cds, Homo sapiens unknown 
mRNA, Homo sapiens, Similar to RNA 
helicase-related protein, clone MGC:9246 
IMAGB3892441, mRNA, complete cds, 
Mus musculus, metallothionein 2A, clone 
MGC:30400 IMAGE:4501155, mRNA, 
complete cds, metallothionein 1H, 

Imnfrnllnthirmnln 1Y mnHllnthinnnin 9 
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1281 


3896 


AF077000 


m 




EST, Moderately similar to T14756 
hypothetical protein DKFZp564F0923.1 
[H.sapiens], ESTs, Weakly similar to 
S57447 HPBRII-7 protein [H.sapiens], 
ESTs, Weakly similar to T14355 protein- 
tyrosine-phosphatase (EC 3.1.3.48) TD14 - 
rat [R.norvegicus], ESTs, Weakly similar to 
T14355 protein-tyrosine-phosphatase 
[R.norvegicus], Homo sapiens cDNA 
FLJ13094fis, clone NT2RP3002163, RIKEN 
cDNA 6030468B19 gene, expressed 
sequence AI462446, guanine nucleotide 
binding protein 13, gamma, protein tyrosine 
phosphatase, non-receptor type 2, protein 
tyrosine phosphatase, non-receptor type 23, 
tankyrase 1 -binding protein of 1 82 kDa ! 


4281 


22970 


NMJ39254 


c ( d ( u 




EST, Moderately similar to TBB3_HUMAN 
TUBULIN BETA-3 CHAIN [H.sapiens], 
ESTs, Highly similar to T08726 tubulin beta 
chain [H.sapiens], ESTs, Highly similar to 
TBB1_RAT TUBULIN BETA CHAIN (T 
BETA-15) [R.norvegicus], ESTs, Highly 
similar to TBB2J-IUMAN TUBULIN BETA-2 
CHAIN [H.sapiens], RIKEN cDNA 
2410129E14 gene, RIKEN cDNA 
4930447K03 gene, RIKEN cDNA 
4930542G03 gene, Rat mRNA for beta- 
tubulin T betaTS, expressed sequence 
AI451582, expressed sequence C79445, 


199 


6526 


AA818118 


gg.hh 




EST, Moderately similar to TIAR_HUMAN 
NUCLEOLYSIN TIAR [H.sapiens], Mus 
muscuius adult male tongue cDNA, RIKEN 
full-length enriched library, 
clone:231 0074E1 5:RNA binding motif 
protein 3, full insert sequence, RIKEN cDNA 
2310050N03 gene, RIKEN cDNA 
3100004P22 gene, RNA binding motif 
protein 3, T1A1 cytotoxic granule-associated 
RNA binding protein-like 1, cold inducible 
RNA binding protein, cold inducible RNA- 
binding protein, cytotoxic granule- 

qccnri'afnri PMft hinrlinn nrntoin 1 
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• ' 1 


Human Homologous Gene 1 
Mame 
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483 


21589 i 


<\A875084 ' j 


(, nn 


■ 

■ 


EST, Moderately similar to TLE4_HUMAN 
TRANSDUCIN-LIKE ENHANCER PROTEIN 
4 [H.sapiens], ESTs, Highly similar to TLE4 
MOUSE TRANSDUCIN-LIKE ENHANCER 
PROTEIN 4 [M.musculus], KIAA1547 
protein, RIKEN cDNA 573041 1M05 gene, 
expressed sequence AA792082, 
hypothetical protein FLJ14009, transducin- 
like enhancer of split 1 , homolog of 
Drosophila E(spl), transducin-like enhancer 
of split 4 (E(sp1) homolog, Drosophila), 
transducin-like enhancer of split 4, E(spl) 
homolog (Drosophila) 


2006 


11735 


AH 36540 






EST, Moderately similar to TRT3JW 
Trononln T fast skeletal muscle isoforms 
beta/alpha (Beta/alpha TnTF) 
[R.norvegicus], troponin T1, skeletal, slow, 
troponin T3. skeletal fast 


4414 


19584 


X13905 


General, 
mm 




EST, Moderately similar to TVRTYP GTP- 
binding protein Rab1 - rat [R norvegicus], 
ESTs, Moderately similar to RAS-RELATED 
PROTEIN RAB-1A [M.musculus], RAB1B, 
member RAS oncogene family, RAB33B, 
member RAS oncogene family 


124 


9089 


AA800389 


d 




EST, Moderately similar to Zfp71 gene 
[M.musculus], ESTs, Moderately similar to 
S00754 zinclinger protein kox25 
[H.sapiens], ESTs, Weakly similar to 
A48157 renal transcription factor Kid-1 - rat 
[R.norvegicus], ESTs, Weakly similar to 
Z189.HUMAN ZINC FINGER PROTEIN 
189 [H.sapiens], ESTs, Weakly similar to 
Z225.HUMAN ZINC FINGER PROTEIN 
225 [H.sapiens], ESTs, Weakly similar to 
ZINC FINGER PROTEIN ZFP-1 
[M.musculus], Homo sapiens cDNA 
FLJ11734 fis, clone HEMBA1005443, 
RIKEN cDNA 9030409018 gene, zinc finger 
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NO. 
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4091 


16546 


NMJ)53965 


o t ii 




EST, Weakly similar to 
carnitine/acylcarnitine translocase; 
mitochondrial carnitine-acylcamitine 
translocase gene [Mus musculus] 
[M.musculus], ESTs, Weakly similar to 
solute carrier family 25 
(camitine/acylcamitine translocase), 
member 20 [Rattus norvegicus] 
[Rnorvegicus], ESTs, Weakly similar to 
MCATJHUMAN MITOCHONDRIAL 
CARNITINE/ACYLCARNITINE CARRIER 
PROTEIN [H.sapiens], Homo sapiens, 
similar to solute carrier family 25 
(carnitine/acylcarnitine translocase), 
member 20, clone MGC:35539 
IMAGE:5200129, mRNA, complete cds, 
Mus musculus, Similar to CG4995 gene 
product clone MGC:7958 IMAGE:3584570, 
mRNA, complete cds, expressed sequence 
Avv^yi^Kfo, expresses sequence woio/ii, 
ornithine transporter 2, solute carrier family 
25 (carnitine/acylcarnitine translocase), 
member 20, solute carrier family 25 
(mitochondrial carnitine/acylcarnitine 
translocase), member 20, solute carrier 
family 25 (mitochondrial carrier; adenine 
nucleotide translocator), member 3, solute 
carrier family 25 (mitochondrial carrier, 
ornithine transporter) member 1 5 
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..- 
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Human Homologous Gene I 
Carrie -\ 


Human Homologous Cluster Title 


4091 


16547 


NMJJ53965 




- 


EST, Weakly similar to 
carnitine/acylcarnitine translocase; 
mitochondrial carnitine-acylcarnitine 
translocase gene [Mus musculus] 
M.musculus], ESTs, Weakly similar to 
solute carrier family 25 
[carnitine/acylcarnitine translocase), 
member 20 [Rattus norvegicus] 
R.norvegicus], ESTs, Weakly similar to 
MCAT_HUMAN MITOCHONDRIAL 
CARNITINE/ACYLCARNITINE CARRIER 
PROTEIN [H.sapiens], Homo sapiens, 
similar to solute carrier family 25 
[carnitine/acylcarnitine translocase), 
member 20, clone MGC:35539 
IMAGE:5200129, mRNA, complete cds, 
Mus musculus, Similar to CG4995 gene 
product, clone MGC.7958 IMAGE:3584570, 
mRNA, complete cds, expressed sequence 
AW491445, expressed sequence W51672, 
ornithine transporter 2, solute carrier family 
25 (carnitine/acylcarnitine translocase), 
member 20, solute carrier family 25 
(mitochondrial carnitine/acylcarnitine 
translocase), member 20, solute carrier 
family 25 (mitochondrial carrier; adenine 
nucleotide translocator), member 3, solute 
carrier family 25 (mitochondrial carrier; 
ornithine transporter) member 15 


4010 


20902 


NMJ53593 


cc 




EST, Weakly similar to cyclin-dependent 
kinase 4 [Rattus norvegicus] [R.norvegicus] f 
ESTs, Moderately similar to cyclin- 
dependent kinase 4 [Rattus norvegicus] 
[R.norvegicus], ESTs, Moderately similar to 
CDK4 MOUSE CELL DIVISION PROTEIN 
KINASE 4 [M.musculus], cyclin-dependent 
kinase 4, cyclin-dependent kinase 6 


2469 


21505 


AI228005 


bb 




EST, Weakly similar to deoxycytidine 
kinase [Rattus norvegicus] [R.norvegicus], 
deoxycytidine kinase, deoxyguanosine 
kinase 
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3598 


20820 


NM.022593 


u 




EST, Weakly similar to elongation factor 
Sill p15 subunit [Rattus norvegicus] 
[R.norvegicus], ESTs, Weakly similar to 
elongation factor Sill p15 subunit [Rattus 
norvegicus] [R. norvegicus], transcription 
elongation factor B (Sill), polypeptide 1 
H5kD. elonain 


4123 


15839 


NM_057143 


bb, kk 




EST, Weakly similar to fertility protein SP22 
[Rattus norvegicus] [R.norvegicus], RNA 
binding protein regulatory subunit, RNA- 
bindina protein reaulatorv subunit 


631 


9254 


AA892470 


]. q, nn, oo 




EST, Weakly similar to histone H2A.F/Z 
variant [Homo sapiens] [Rsapiens], ESTs, 
Weakly similar to H2AZ_HUMAN HISTONE 
H2A [H.sapiens], H2A histone family, 
member Z, Homo sapiens cDNA FLJ32241 
fis, clone PLACE6005231 , RIKEN cDNA 
C530002L11 gene, histone H2A.F/Z variant 


34 


16942 


AA799520 


ee 




EST, Weakly similar to integral membrane 
protein 2B [Homo sapiens] [H.sapiens], 
integral membrane protein 2B 


3504 


904 


NMJ)19620 


d ( n, gg, hh, 
kk, tt 




EST, Weakly similar to Kruppel associated 
box (KRAB) zinc finger 1 [Rattus 
norvegicus] [R.norvegicus], EST, Weakly 
similar to ZINC FINGER PROTEIN 91 
[H.sapiens], ESTs, Moderately similar to 
DNA-binding protein; zinc finger protein 253 
[Homo sapiens] [H.sapiens], ESTs, 
Moderately similar to ZINC FINGER 
PROTEIN 91 [H.sapiens], Mus muscuius, 
Similar to RIKEN cDNA 2610036F08 gene, 
clone MGC:28645 IMAGE:4224834, mRNA, 
complete cds, expressed sequence 
AI790734, expressed sequence AU021768, 
zinc finger protein 386 (Kruppel-like), zinc 
finger protein 91 (HPF7, HTF10) 


3639 


21491 


NMJ)22951 


tt 




EST, Weakly similar to proline rich protein 2 
[Mus muscuius] [M.musculus], EST, Weakly 
similar to ZAP3_MOUSE Nuclear protein 
ZAP3 [M.musculus], ESTs, Weakly similar 
to proline rich protein 2 [Mus muscuius] 
[M.musculus], expressed sequence 
AA408880, pantothenate kinase, proline rich 
protein 2, protein phosphatase 1, regulatory 

siihunit 10 
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91 


20811 


AA799899 


ee 




EST, Weakly similar to ribosomal protein 
Li oa, duo rtoosomai protein li oa |nomo 
sapiens] [H.sapiens], ESTs, Highly similar to . 
ribosomal protein L18a; 60S ribosomal 
protein L18a [Homo saDiens] IH.saDiensI 


4415 


20810 


X14181 


I 




EST, Weakly similar to ribosomal protein 
L1 8a; 60S ribosomal protein L18a [Homo 
sapiens] [H.sapiens], ESTs, Highly similar to 
ribosomal protein L18a; 60S ribosomal 
protein L18a [Homo saDiensl IH.saDiensI 


562 


18269 


AA891769 


z 




EST, Weakly similar to SC65 synaptonemal 
complex protein [Rattus norvegicus] 
Rnorvegicus], ESTs, Weakly similar to 
SC65 synaptonemal complex protein 
Rattus norvegicus] [Rnorvegicus], SC65 
synaptonemal complex protein, cartilage 
associated protein, growth suppressor 1, 
nucleolar autoantigen (55kD) similar to rat 
synaptonemal complex protein 


1709 


8590 


AI060207 


nn 




bb I , Weakly similar to splicing factor oo, 
subunit 1, 155 kDa [Mus musculus] 
[M.musculus], ESTs, Weakly similar to ! 
S3B1_HUMAN Splicing factor 3B subunit 1 
(Spliceosome associated protein 155) (SAP 
155) (SF3b155) (Pre-mRNA splicing factor 
SF3b 155 kDa subunit) [H.sapiens], splicing 
factor 3b, subunit 1 , 155 kDa, splicing factor 


4127 


18122 


NM.057208 


ee 




EST, Weakly similar to tropomyosin 3, 
gamma [Rattus norvegicus] [Rnorvegicus], 
ESTs, Highly similar to TPMN J-IUMAN 
TROPOMYOSIN, CYTOSKELETAL TYPE 
[H.sapiens], ESTs, Moderately similar to 
TROPOMYOSIN 5, CYTOSKELETAL TYPE 
[M.musculus] 


165 


21415 


AAROOQAR 

r\rXD \J\J 0*+0 


I, mm 




EST Wpaklv similar to 0812252A tubulin 

L_0 1 , VVCCIixiy OH illicit WJ UU 1 C-Cm\J L-f \ lUL/UIIII 

alpha [Rattus norvegicus] [R.norvegicus], 
ESTs, Moderately similar to 081 2252A I 
tubulin alpha [Rattus norvegicus] 
[R.norvegicus], tubulin, alpha 1 (testis 
SDecificV tubulin, atoha 4. tubulin, abha 8 


• 873 

( 


21010 


AA925306 


b 




EST, Weakly similar to 1701410A choline 
acetyltransferase [Rattus norvegicus] 
[R.norveqicusl. carnitine acetvltransferase 
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439 


19332 


AA860014 


e 




EST, Weakly similar to 2206405A 
hemoglobin:SUBUNIT=zeta [Rattus 
norvegicus] [R.norvegicus], ESTs, Highly 
similar to 2206405A 
hemoglobin:SUBUNIT=zeta [Rattus 
norvegicus] [R.norvegicus], ESTs, 
Moderately similar to HZHU hemoglobin 
zeta chain [H.sapiens], cytoglobin, 
hemoglobin X, alpha-like embryonic chain in 

Hhacnmnlpy hpmnnlnhin ypfa 


4433 


24577 


X55153 


h, v, Genera) 




EST, Weakly similar to 60S ACIDIC 
RIBOSOMAL PROTEIN P2 [R.norvegicus], 
EST, Weakly similar to R6HUP2 acidic 
ribosomal protein P2, cytosolic [H.sapiens], 
ESTs, Highly similar to MTJ1 MOUSE DNAJ 
PROTEIN HOMOLOG MTJ1 [M.musculus], 
ESTs Weaklv similar to RLA1 MOUSE 60S 
ACIDIC RIBOSOMAL PROTEIN P1 \ 
[M.musculus], Homo sapiens cDNA 
FU31504 fis, clone NT2NE2005804, weakly 
similar to duo al/iuiu kiduouivial 
PROTEIN P2, expressed sequence 
A1255964, ribosomal protein, large, P1 


4092 


15135 


NM.053971 


w 




EST, Weakly similar to 60S RIBOSOMAL 
PROTEIN L6 [M.musculus], ESTs, Weakly 
similar to 60S RIBOSOMAL PROTEIN L6 
fM.musculusl. ribosomal orotein L6 


4092 


15136 


NMJ)53971 


h 




EST, Weakly similar to 60S RIBOSOMAL 
PROTEIN L6 [M.musculus], ESTs, Weakly 
similar to 60S RIBOSOMAL PROTEIN L6 
rM.musculusl. ribosomal protein L6 


158 


22025 


AA800849 


ss 




EST, Weakly similar to 81 0024L URF 5 
[H.sapiens], Homo sapiens cDNA FLJ10784 
fis, clone NT2RP4000448, highly similar to 
Homo sapiens mRNA; cDNA 
DKFZp566G0746, RIKEN cDNA 
3830414F09aene 


461 


16029 


AA874803 


ss 




EST, Weakly similar to 810024L URF 5 
[H.sapiens], Homo sapiens cDNA FLJ10784 
fis, clone NT2RP4000448, highly similar to 
Homo sapiens mRNA; cDNA 
DKFZp566G0746, RIKEN cDNA 
383f)414F09n fi ne 
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D NO. il 
f 
1 
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tefSeq ID 
vJo. 


jlodel Code \ 
f 


iuman Homologous Gene 1 
slame ' • 


■luman Homologous Cluster Title 


995 : 


22029 / 


W945284 ( 


Jd 


1 

1 
1 


EST, Weakly similar to 810024L URF 5 
Rsapiens], Homo sapiens cDNA FLJ10784 
is, clone NT2RP4000448, highly similar to 
Homo sapiens mRNA; cDNA 
DKFZp566G0746, RIKEN cDNA 
3830414F09 aene 


1388 


22030 i 


M011177 


n 




EST, Weakly similar to 810024L URF 5 
H.sapiens], Homo sapiens cDNA FLJ10784 
Is, clone NT2RP4000448, highly similar to 
Homo sapiens mRNA; cDNA 
DKFZp566G0746, RIKEN cDNA 
3830414F09 aene 


2028 


11270 


AI137480 


nn 




EST, Weakly similar to A29149 proline-rich 
protein - mouse [M.muscu!us], EST, Weakly 
similar to B Chain B, Solution Structure Of 
Cdc42 In Complex With The Gtpase Binding 
Domain Of Wasp {SUB 230-288 
H.sapiens], EST, Weakly similar to 
PRP1_HUMAN SALIVARY PROLINE-RICH 
PROTEIN PRECURSOR [H.sapiens], EST, 
Weakly similar to S10889 proline-rich 
protein [H.sapiens], EST, Weakly similar to 
S22373 proline-rich protein - mouse 
[M.musculus], Homo sapiens cDNA 
FU30428 fis, clone BRACE2008941 , 
Kruppel-like factor 2 (lung) 


3711 


1538 


NMJ31012 


k, mm 




EST, Weakly similar to A32852 membrane 
alanyl aminopeptidase (EC 3.4.1 1 .2) - rat 
[R.norvegicus], ESTs, Weakly similar to 
AMPN MOUSE AMINOPEPTIDASE N 
[M.musculus], RIKEN CDNA2010111I01 
gene, RIKEN cDNA 4833403115 gene, 
alanyl (membrane) aminopeptidase, alanyl 
(membrane) aminopeptidase 
(aminopeptidase N, aminopeptidase M, 

mifirnenmal aminnnpnttrtaco r.ni3 nlfini 


3711 


1540 


NM_031012 


n, dd, ee 




EST, Weakly similar to A32852 membrane 
alanyl aminopeptidase (EC 3.4.11.2) - rat 
[R.norvegicus], ESTs, Weakly similar to 
AMPN MOUSE AMINOPEPTIDASE N 
[M.musculus], RIKEN cDNA 2010111101 
gene, RIKEN cDNA 4833403115 gene, 
alanyl (membrane) aminopeptidase, alanyl 
(membrane) aminopeptidase 
(aminopeptidase N, aminopeptidase M, 
. microsomal aminnnpntirlasp CPU nlfiO^ 
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SEQ 

ID 

NO 


GLGC 
IDNO. 


GeriBank 
Acc. or 

KeToeCJ IU 
No. 


Model Code 

.j • 


; Human Homologous Gene 
Name • 


Human Homologous Cluster Title 

■ . /.{•' •' ' ': ' ■ 

.. : ' ' ' :"' • " ' 
• .1 . .. 


1400 


"3995 


AI011678 






EST, Weakly similar to A33880 syndecan 2 
[H.sapiens], Mus musculus, clone 
IMAGE:4983756, mRNA, partial cds, 
syndecan 2, syndecan 2 (heparan sulfate 
proteoglycan 1, cell surface-associated, 
fibroalvcan) 


3234 


1529 


NM_013082 


b, e, h, I, 
General 




EST, Weakly similar to A33880 syndecan 2 
[H.sapiens], Mus musculus, clone 
IMAGE:4983756, mRNA, partial cds, 
syndecan 2, syndecan 2 (heparan sulfate 
proteoglycan 1 , cell surface-associated, 
fibroalvcan^ 


10/2 


17540 


AA955914 


f.PP 




EST, Weakly similar to A3871 2 fibrillarin 
[H.sapiens], EST, Weakly similar to FBRL 
MOUSE FIBRILLARIN [M.musculus], ESTs, 
Moderately similar to FIBRILLARIN 
[M.musculus], expressed sequence 
AL022665. fibrillarin j 


3610 


24442 


NM_022667 


u, General, 
rr 




EST, Weakly similar to A41 1 20 
prostaglandin transporter - rat 
[Rnorvegicus], ESTs, Weakly similar to 
JC7286 liver-specific organic anion 
transporter-1 - mouse [M.musculus], ESTs, 
Weakly similar to PGTJ-IUMAN 
PROSTAGLANDIN TRANSPORTER 
[H.sapiens], expressed sequence AI060904, 
solute carrier family 21 (organic anion 
transporter), member 11, solute carrier 
family 21 (organic anion transporter), 
member 12, solute carrier family 21 
(prostaglandin transporter), member 2 


1017 


22680 


AA945883 






EST, Weakly similar to A43932 mucin 2 
precursor, intestinal [H.sapiens], ESTs, 
Weakly similar to A43932 mucin 2 
precursor, intestinal [H.sapiens], Homo 
sapiens mRNA for FU00219 protein, 
hepatitis A virus cellular receptor 1, mucin 5, 
subtype B f tracheobronchial, mucin 5, 
subtypes A and C. tracheohronrtital/nafttri^ 


1871 


7379 i 


M102643 i 


3, dd, rr 


• 

1 

1 


£ST, Weakly similar to A45017 transcription 
factor ISGF3 gamma chain [H.sapiens], 
ESTs, Moderately similar to A45017 
ranscription factor ISGF3 gamma chain 
H.saDiensl 
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in i 

NO. 


3LGC ( 
n mo i 

1 
1 


SenBank I 
\cc. or 
fefSeqID 
Mo. 


Vlodel Code I 
i 


Human Homologous Gene I 

via me* ^ • 


Human Homologous Cluster Title | 


3682 


13633 1 


MM.024403 i 




I 
1 

■ 


EST, Weakly similar to A45377 transcription 
factor ATF4 [H.sapiens], ESTs, Highly 
similar to A45377 transcription factor ATF4 
H.sapiens], activating transcription factor 4, 
activating transcription factor 4 (tax- 
responsive enhancer element B67), 
activating transcription factor 5 


3682 


13634 


NM.024403 


r, w, z, 
General, ee, 
rr 




EST, Weakly similar to A45377 transcription 
factor ATF4 [H.sapiens], ESTs, Highly 
similar to A45377 transcription factor ATF4 
Rsapiens], activating transcription factor 4, 
activating transcription factor 4 (tax- 
responsive enhancer element B67), 
activating transcription factor 5 


4034 


6784 


NM_053671 


V 




EST, Weakly similar to A47212 transcription 
factor TMF, TATA element modulatory 
factor [H.sapiens], ESTs, Highly similar to 
MYHA_MOUSE Myosin heavy chain, 
nonmuscle type B (Cellular myosin heavy 
chain, type B) (Nonmuscle myosin heavy ! 
chain-B) (NMMHC-B) [M.musculus], ESTs, 
Weakly similar to MYHAjviuuofc Myosin 
heavy chain, nonmuscle type B (Cellular 
myosin heavy chain, type B) (Nonmuscle 
myosin heavy chain-B) (NMMHC-B) 
[M.musculus], RIKEN cDNA 2400004E04 
gene, RIKEN cDNA 5730504C04 gene, 

TATA olamonl mnHnIatnrv far*tnr 1 mx/rt^in 

I a I M eierneni mouLUdiui y iciuiui i , i ■ lyuon i 
heavy chain IX 


882 


22125 


AA925503 


ss 




EST, Weakly similar to A48045 ribosomal 
protein S27, cytosolic [H.sapiens], ESTs, 
Highly similar to A48045 ribosomal protein 
S27, cytosolic [H.sapiens], ribosomal protein 
S27 (metallopanstimulin 1), ribosomal 
orotein 327-lite 
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Model Code 


Human Homologous Gene 
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Human Homologous Cluster Title 


4170 


505 


NM_1 33309 


ss 




EST, Weakly similar to A48764 calpain (EC 
3.4.22.17) large chain 2, tissue-specific - rat 
[R.norvegicus], ESTs, Moderately similar to 
A Chain A, The Crystal Structure Of Calcium 
Free Human M-Calpain [H.sapiens], ESTs, 
Weakly similar to A Chain A, The Crystal 
Structure Of Calcium-Free Human M- 
Calpain [H.sapiens], ESTs, Weakly similar 
to A31218 calpain [H.sapiens], calpain 2, 
(m/li) large subuntt, grancalcin, EF-hand 
calcium binding protein, stomach-specific 
calpain (nCL-2) 


1255 


181.92 


AF000899 


s.tt 




EST, Weakly similar to A56573 nuclear pore 
complex glycoprotein p62 - mouse 
[M.musculus], Mus musculus, clone 
1MAG&5148310, mRNA, RIKEN cDNA 
1700017F11 gene, melanoma antigen, 
family D, 3, nucleoporin 98, nucleoporin 
98kD, nucleoporin p45, plasma membrane 
associated nrotein S3-1 2 


4459 


588 


X69834 


a, ii, rr 




EST, Weakly similar to AACTJHUMAN 
ALPHA-1-ANTICHYMOTRYPSIN 
PRECURSOR [H.sapiens] t Mus musculus 
adult male pituitary gland cDNA, RIKEN full- 
length enriched library, 
clone:5330437D01:serine protease inhibitor 
2-1, full insert sequence, kallikrein binding 
nmtftin 


3803 


3292 


NM_031531 


dd 




EST, Weakly similar to AACTJHUMAN 
ALPHA-1-ANTICHYMOTRYPSIN 
PRECURSOR [H.sapiens], RIKEN cDNA 
4833409F13 gene, serine protease inhibitor 
2-2 


3018 


17145 


M38566 


b, qq 




EST, Weakly similar to AACTJHUMAN 
ALPHA-1-ANTICHYMOTRYPSIN 
PRECURSOR [Ksapiens], serine (or 
cysteine) proteinase inhibitor, clade F (alpha 
2 antiplasmin, pigment epithelium derived 
factor), member 2, serine protease inhibitor 
2-2 


3101 


17147 


NMJM2657 


e, n, r, ii 




EST, Weakly similar to AACTJHUMAN 
ALPHA-1 -ANTICHYMOTRYPSIN 
PRECURSOR [H.sapiens], serine (or 
cysteine) proteinase inhibitor, clade F (alpha 
2 antiplasmin, pigment epithelium derived 
factor), member 2, serine protease inhibitor 
?-? 
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iVtOQBI IvOUc 


Ji >m an Mnmnlnftmic fifino 

lUuian nuiiiuiuyoub ociic 

Name 


Human Homologous Cluster Title 


3101 


17148 


NM_012657 


r, ii 




EST, Weakly similar to AACT.HUMAN 
ALPHA-1-ANTICHYMOTRYPSIN 
PRECURSOR [H.sapiens], serine (or 
cysteine) proteinase inhibitor, clade F (alpha 
2 antipiasmin, pigment epithelium derived 
factor), member 2, serine protease inhibitor 
2-2 


4478 


17146 


Y07534 


b, qq 




EST, Weakly similar to AACT_HUMAN 

PRECURSOR [H.sapiens], serine (or 
cysteine) proteinase inhibitor, clade F (alpha 
2 antipiasmin, pigment epithelium derived 
factor), member 2, serine protease inhibitor 
2-2 


1020 


18110 


AA945932 


u 




EST, Weakly similar to ANXA_HUMAN 
ANNEXIN XI [Ksapiens], annexin A10, 
annexin A3 


1294 


22332 


AI007748 


ff 




EST, Weakly similar to B32891 finger j 
protein 2, placental [H.sapiens], ESTs, 
Highly similar to OZFJ-IUMAN ZINC 

FINftFR PROTFIN H7F fH qanipnsl ESTs 

Weakly similar to B32891 finger protein 2, 
placental [H.sapiens], ESTs, Weakly similar 
to MKR2 PROTEIN [M.musculus], ESTs, 
Weakly similar to OZFJ-IUMAN ZINC 
FINGER PROTEIN OZF [H.sapiens], 
Pancreas zinc finger protein, see also 
DIBdalOte^pc finger protein 260, zinc 

. finnor nrntpin fi? — ; 
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Human Homologous Cluster Title , 


639 


13160 


AA892531 


f.pp 




EST, Weakly similar to B36298 proline-rich 
protein PRB3S [H.sapiens], EST, Weakly 
similar to CGHU3B collagen alpha 3(IV) 
chain precursor, long splice form 
[H.sapiens], EST, Weakly similar to D40750 
proline-rich protein PRB1/2S [H.sapiens], 
EST, Weakly similar to PIHUB6 salivary 
proline-rich protein precursor PRB1 
[Ksapiens], EST, Weakly similar to 
PRP1.HUMAN SALIVARY PROLINE-RICH 
PROTEIN PRECURSOR [H.sapiens], EST, 
Weakly similar to PRP2 MOUSE PROLINE- 

Ripu PRHTFIM MP.9 PRFPllRQnR 

[M.musculus], EST, Weakly similar to 
PRPLJ-IUMAN SALIVARY PROLINE-RICH 
PROTEIN PO [H.sapiens], ESTs, Weakly 
similar to PRP2 MOUSE PROLINE-RICH 
PROTEIN MP-2 PRECURSOR 
[M.musculus], Mus musculus brain cDNA, 
clone MNCb-3966, RIKEN cDNA 
1110020C13 gene, proline rich protein, 
proline-rich protein BstNl subfamily 1 ! 


2873 


9866 


AJ005424 


ss. 




EST, Weakly similar to B36298 proline-rich 
protein PRB3S [H.sapiens], EST, Weakly . 
similar to CGHU3B collagen alpha 3{IV) j 
chain precursor, long splice form 
[H.sapiens], EST, Weakly similar to D40750 
proline-rich protein PRB1/2S [H.sapiens], 
EST, Weakly similar to PIHUB6 salivary 
proline-rich protein precursor PRB1 
[H.sapiens], EST, Weakly similar to 
PRP1JWMAN SALIVARY PROLINE-RICH 
PROTEIN PRECURSOR [H.sapiens], 
mitogen-activated protein kinase 7 


2873 


9867 


AJ005424 


tt 




EST, Weakly similar to B36298 proline-rich 
protein PRB3S [H.sapiens], EST, Weakly 
similar to CGHU3B collagen alpha 3(IV) 
chain precursor, long splice form 
[H.sapiens], EST, Weakly similar to D40750 
proline-rich protein PRB1/2S [H.sapiens], 
EST, Weakly similar to PIHUB6 salivary 
proline-rich protein precursor PRB1 
[H.sapiens], EST, Weakly similar to 
PRP1J4UMAN SALIVARY PROLINE-RICH 
PROTEIN PRECURSOR [H.sapiens], 
mitogen-activated protein kinase 7 
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D NO. 
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Human Homologous Gene 
Name 


Human Homologous Cluster Title ; 


3766 


17378 


NMJB1138 


q 




EST, Weakly similar to B41222 ubiquitin- 
protein ligase [H.sapiens], ESTs, Highly 
similar to ubiquitin conjugating enzyme 
Rattus norvegicus] [R.norvegicus], ESTs, 
Highly similar to A41222 ubiquitin-protein 
igase [H.sapiens], ESTs, Moderately similar 
to B41222 ubiquitin-protein ligase 
H.sapiens], ESTs, Weakly similar to 
UBC2_HUMAN UBIQUiTIN- 
CONJUGATING ENZYME E2-17 KD 
M.musculus], RIKEN cDNA 2610301 N02 
gene, expressed sequence AI327276, 
ubiquitin-conjugating enzyme E2A (RAD6 
homolog), ubiquitin-conjugating enzyme 
E2A, RAD6 homolog (S. cerevisiae), 
ubiquitin-conjugating enzyme E2B (RAD6 
homolog), ubiquitin-conjugating enzyme 
E2B, RAD6 homology (S. cerevisiae), 


3766 


17379 


NMJ)31138 


General 




EST, Weakly similar to B41222 ubiquitin- 
protein ligase [H.sapiens], ESTs, Highly 
similar to ubiquitin conjugating enzyme 
[Rattus norvegicus] [R.norvegicus], ESTs, 
Highly similar to A41222 ubiquitin-protein 
ligase [H.sapiens], ESTs, Moderately similar 
to B41 222 ubiquitin-protein ligase 
[H.sapiens], ESTs, Weakly similar to 
UBC2_HUMAN UBIQUITIN- 
CONJUGATING ENZYME E2-17 KD 
[M.musculus], RIKEN cDNA 261 0301 NQ2 
gene, expressed sequence AI327276, 
ubiquitin-conjugating enzyme E2A (RAD6 
homolog), ubiquitin-conjugating enzyme 
E2A, RAD6 homolog (S. cerevisiae), 
ubiquitin-conjugating enzyme E2B (RAD6 
homolog), ubiquitin-conjugating enzyme 
E2B, RAD6 homology (S. cerevisiae), 

..u : u 


1120 


2205 


AA963808 


t 




EST, Weakly similar to B54857 transcription 
factor NF-AT 90K chain [H.sapiens], ESTs, 
Moderately similar to zinc finger RNA 
binding protein [Mus musculus] 
[M.musculus], K1AA1086 protein, expressed 
sequence AW045600, interleukin enhancer 
binding factor 3, 90kD, spermatid 
perinuclear RNA binding protein, zinc finger 
RNA hinriinn nrntein 
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4358 


2010 


U05675 


y, vv 




EST, Weakly similar to beta-fibrinogen 
precursor [H.sapiens], ESTs, Moderately 
similar to ANL2JWOUSE Angiopoietin- 
related protein 2 precursor (Angiopoietin-like 
2) [M.musculus], ESTs, Weakly similar to 
FIBB_RAT Fibrinogen beta chain precursor 
[Contains: Fibrinopeptide B] [R.norvegicus], 
Mus musculus, Similar to angiopoietin- 
related protein 5, clone MGC:32467 
IMAGE:5049765, mRNA, complete cds, 
Mus musculus, Similar to fibrinogen-iike 1, 
clone MGC:37822 IMAGE5098805, mRNA, 
complete cds, angiopoietin-like 2, expressed 
sequence AI593246 


946 


2762 


AA944165 


c 




EST, Weakly similar to C10 MOUSE 
PUTATIVE C10 PROTEIN tM.musculus], 
hypothetical protein BC009925 


1145 


2326 


AA964892 


ii 




EST, Weakly similar to CA14J-IUMAN 
COLLAGEN ALPHA 1 (IV) CHAIN 
PRECURSO [H.sapiens], procollagen, type 
IV, alpha 1, procollagen, type IV, alpha 5 


2851 


18338 


AI639422 


g 




EST, Weakly similar to CAQC.RAT 
CALSEQUESTRIN, CARDIAC MUSCLE 
ISOFORM PRECURSOR [R.norvegicus], 
ESTs, Highly similar to CAQS MOUSE 
CALSEQUESTRIN, SKELETAL MUSCLE 
ISOFORM PRECURSOR [M.musculus], 
calsequestrin 1, calsequestrin 1 (fast-twitch, 
skeletal muscle), calsequestrin 2, 

calSftniiftsfrin ? f cardiac, mnsrlpl 


358 


14292 


M851791 


c 




EST, Weakly similar to CBP MOUSE CREB- 
BINDING PROTEIN [M.musculus], ESTs, 
Highly similar to CBP MOUSE CREB- 
BINDING PROTEIN [M.musculus], ESTs, 
Moderately similar to CBP MOUSE CREB- 
BINDING PROTEIN [M.musculus], ESTs, 
Weakly similar to CBP MOUSE CREB- 
BINDING PROTEIN [M.musculus], 
hrnmhrinmain nnnfraininn ? 
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DNO. I 

■ t 
■ 

I 


3enBank I 
\cc. or . 
fefSeq ID 
Mo. 


iflodel Code 1 

• :. 1 


Human Homologous Gene \ 
tame * 


Human Homologous Cluster Title 5 

ii£y . . . • ' • 


1032 


18280 > 


"Vac/t-uoo i \ 




1 
1 

1 

_ 


EST, Weakly similar to CBP MOUSE CREB- 
3INDING PROTEIN [M.musculus], ESTs, 
Highly similar to CBP MOUSE CREB- 
3INDING PROTEIN [M.musculus], ESTs, 
Vloderately similar to CBP MOUSE CREB- 

Weakly similar to CBP MOUSE CREB- 
BINDING PROTEIN [M.musculus], 
bromnrlnmain rnntaininn ? ... 


2886 


5082 


D14015 


ii, ww 




EST, Weakly similar to CGE1_RAT G1/S- 
specific cyclin E1 [R.norvegicus] f ESTs, 
Weakly similar to CGE1JW G1/S-specific 
cyclin E1 [R.norvegicus], cyclin E1, cyclin 
E2 


1979 


11192 


AI1 11986 

• 


g 




EST, Weakly similar to CGHU1B collagen 
alpha 4(IV) chain precursor [H.sapiens], 
ESTs, Highly similar to CGHU1 B coilagen 
alpha 4(lV) chain precursor [H.sapiens], 

PQTc WoaHv similar in Q4.10fi7 mllflflpn 
COIS, WcaKly bllllllcU IU OtIUU/ L/Ullciycil 

alpha 1(111) chain - rat [Rnorvegicus], Mus 
musculus, Similar to putative protein 
phosphatase 1 nuclear targeting subunit, 
clone IMAGE:31 57989, mRNA, partial cds, 
collagen type V, alpha 2, collagen, type IV, 
alpha 4, procollagen, type 111, alpha 1, 
procollagen, type IV, alpha 2, procollagen, 

hmo l\/ olnho A 


2383 


2825 


AI178752 


1, nn 




EST, Weakly similar to CLN3_HUMAN 
CLN3 PROTEIN [H.sapiens], Homo sapiens 
clone 319 CLN3 protein (CLN3) mRNA, 
complete cds, expressed sequence 
AI323623 '' 


3753 


16929 


NM_031108 


n, 1, w, z, 
Genera!, ee, 
ii, II 




EST, Weakly similar to COLLAGEN ALPHA 
2(VI) CHAIN PRECURSOR [M.musculus], 
Mus musculus Similar to SDlicina factor, 
arginine/serine-rich 8 (suppressorrof-white- 
apricot homolog, Drosophila), clone 
MGC:31019 IMAGE:5006904 f mRNA, 
complete cds, RIKEN cDNA 3010033P07 
aene exoressed seauence AL022771 . 
expressed sequence AL022885, ribosomal 
protein S9 


1825 


11183 


AI100768 


b 




EST, Weakly similar to CRMS2 carbonate 
dehydratase [M.musculus], carbonic 
anhydrase 2, carbonic anhydrase 1, carbonic 
anhydrase II, carbonic anhydrase-like 
sequence 1 
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Human Homologous Cluster Title 


363 


16409 


AA852027 


PP 




EST, Weakly similar to DIA1JHUMAN 
DIAPHANOUS PROTEIN HOMOLOG 1 
[H.sapiens], Homo sapiens cDNA: 
FLJ22382 fis. clone HRC07514 


1339 


9746 


AI009555 


d,g 




EST, Weakly similar to DYJ2JHUMAN 
DYNEIN LIGHT INTERMEDIATE CHAIN 2, 
CYTOSOLIC [H.sapiens], LIC-2 dynein light 
intermediate chain 53/55, RIKEN cDNA 
1 110053F02 gene, dynein light chain-A, 
uynein, cyiopiasmic, ngni iniermeuiate 
polypeptide 2, expressed sequence 

AA4u970? 


2919 


9745 


H31847 


c, h 




EST, Weakly similar to DYJ2_HUMAN 
DYNEIN LIGHT INTERMEDIATE CHAIN 2, 
CYTOSOLIC [H.sapiens], LIC-2 dynein light 
intermediate chain 53/55, RIKEN cDNA 
1 1 10053F02 gene, dynein light chain-A, 
aynein, cyiopiasmic, ngni iniermeaiate 
polypeptide 2, expressed sequence 

AA403702 


3719 


16210 


NMJ)31026 


r,w 




EST, Weakly similar to DYJ2_HUMAN 
DYNEIN LIGHT INTERMEDIATE CHAIN 2, 
CYTOSOLIC FH saoiensl RIKEN rDNA 
1 110053F02 gene, Rattus norvegicus 
dynein light intermediate chain 1 mRNA, 
complete cds, dynein light chain-A, dynein, 
cytoplasmic, light intermediate polypeptide 
2 expressed Sfinnenre AAAftQTn? 


4416 


15653 


X14210 


ee, II 




EST, Weakly-similar to G02526 NADH 
dehydrogenase [H.sapiens], NADH 
dehydrogenase (ubiquinone) 1 alpha 
subcomplex, 5 (13kD, B13), RIKEN cDNA 
2900002J19qene 


3696 


15186 


NMJ)30861 


g» p. 

General, rr 




EST, Weakly similar to GNT1_RAT Alpha- 
1,3-mannosyl-glycoprotein beta-1,2-N- 
acetylglucpsaminyltransferase (N-glycosyl- 
oligosaccharide-glycoprotein N- 
acetylglucosaminyltransferase 1) (GNT-I) 
(GIcNAc-T 1) [R.norvegicus], RIKEN cDNA 
4930467B06 gene, mannoside 
acetylglucosaminyltransferase 1, mannosyl 
(alpha-1 ,3-)-glycoprotein beta-1 ,2-N- 
anptvlnh irnsaminvl transferase 
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SEQ 

ID 

NO. 


GLGC 
ID.NO. 


GenBank 
Acc. or : 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name v 


Human Homologous Cluster Title • 


3696 


15187 


NM_030861 


General, rr 




EST, Weakly similar to GNT1_RAT Alpha- 
1 ,3-mannosyl-glycoprotein beta-1 ,2-N- 
acetylglucosaminyltransferase(N-glycosyl- 
oligosaccharide-glycoprotein N- 
acetylglucosaminyltransferase I) (GNT-I) 
(GlcNAc-T I) [Rnorvegicus], RIKEN cDNA 
4930467B06 gene, mannoside 
acetylglucosaminyltransferase 1, mannosyl 
(alpha-1 ,3-)-glycoprotein beta-1 ,2-N- 


3696 


15188 


NM.030861 


d, s, General 




EST, Weakly similar to GNT1_RAT Alpha- 
1 ,3-mannosyl-glycoprotein beta-1 ,2-N- 
acetylglucosaminyltransferase (N-glycosyl- 
oligosaccharide-glycoprotein N- 
acetylglucosaminyltransferase I) (GNT-I) 
(GlcNAc-T I) [Rnorvegicus], RIKEN cDNA 
4930467B06 gene, mannoside 
acetylglucosaminyltransferase 1, mannosyl 
(alpha-1 ,3-)-glycoprotein beta-1 ,2-N- 

anptvlnli irriQarriinvlh-ansforasp 


235 


11978 


AA819129 


b 




EST, Weakly similar to GTT1_HUMAN 
GLUTATHIONE S-TRANSFERASE THETA 
1 [H.sapiens], Homo sapiens mRNA; cDNA 
DKFZp762N226 (from clone 
DKFZp762N226), RIKEN cDNA 
4930583C14 gene, hypothetical protein 
HS322B1A 


988 


23813 


AA945149 


b, vv 




EST, Weakly similar to GTT1JHUMAN 
GLUTATHIONE S-TRANSFERASE THETA 
i in.sapiensj, nomo sapiens mKNA; cDNA 
DKFZp762N226 (from clone 
DKFZp762N226), RIKEN cDNA 

AQ^n^ft^rM A nana hwrvrkfh**tir»ol nrnUin 

Hoouooou i*t gene, nypoineiicai protein 
HS322B1A 


1937 


18395 


AI104388 


nn 




EST, Weakly similar to HHHU27 heat shock 
protein 27 [H.sapiens], ESTs, Highly similar 
to HHHU27 heat shock protein 27 
[H.sapiens], ESTs, Moderately similar to 
HHHU27 heat shock protein 27 [H.sapiens], 
heat shock 27kD nrotein 1 


4054 


15615 


NM.053800 


u 




EST, Weakly similar to Human Thioredoxin 
[H.sapiens], RIKEN CDNA4930429J24 
qene. thioredoxin. thioredoxin 1 
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SEQ 

ID 

NO. 


GLGC 
IDNO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name : 


Human Homologous Cluster Title 


3542 


17100 


NM_022179 


d f h, I, ee 




EST, Weakly similar to HXK2 MOUSE 
HEXOKINASE TYPE II [M.musculus], ESTs, 
Moderately similar to HXK3J-IUMAN 
HEXOKINASE TYPE III [H.sapiens], ESTs, 
Weakly similar to HXK2 MOUSE 
HEXOKINASE TYPE II [M.muscuius], 
hexokinase 2, hexokinase 3 (white cell) 


3542 


17101 


NM_022179 


b, General, 
it, kk t ss 




EST, Weakly similar to HXK2 MOUSE 
HEXOKINASE TYPE II [M.muscuius], ESTs, 
Moderately similar to HXK3JHUMAN 
HEXOKINASE TYPE Hi [H.sapiens], ESTs, 
Weakly similar to HXK2 MOUSE 
HEXOKINASE TYPE II [M.muscuius], 
hexokinase 2, hexokinase 3 (white cell) 


4086 


1288 


NMJ)53949 


1.8 




EST, Weakly similar to I38465 probable 
potassium channel subunit [Ksapiens], 
potassium voltage-gated channel, subfamily 
H (eaa-related). member 2 


542 


17225 


AA891553 


1, nn 




EST, Weakly similar to IF37 MOUSE 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 3 SUBUNIT 7 [M.muscuius], 
eukaryotic translation initiation factor 3, 
subunit 7 (zeta, 66/67 kDa), eukaryotic 
translation initiation factor 3, subunit 7 (zeta, 
66/67km 


1228 


22210 


AA998690 


P 




EST, Weakly similar to IF6_HUMAN 
EUKARYOTICTRANSLATION INITIATION 
FACTOR 6 [Ksapiens], ESTs, Highly similar 
to IF6_HUMAN EUKARYOTIC 
TRANSLATION INITIATION FACTOR 6 
[H.sapiens], Mus musculus 10 days neonate 
cerebellum cDNA, RIKEN fulHength 
enriched library, clone:6530402L05:integiin 
beta 4 binding protein, full insert sequence, 
integrin beta 4 binding protein 


1931 


22211 


AI104279 


tt 




EST, Weakly similar to IF6JHUMAN 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 6 [H.sapiens], ESTs, Highly similar 
to IF6JHUMAN EUKARYOTIC 
TRANSLATION INITIATION FACTOR 6 
[H.sapiens], Mus musculus 10 days neonate 
cerebellum cDNA, RIKEN full-length 
enriched library, clone:6530402L05:integrin 
beta 4 binding protein, full insert sequence, 
integrin beta 4 binding protein 
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SEQ ( 
ID 1 

MO 


3LGC ( 
DNO. i 


SenBank I 
tec or 
RefSeqlD 

Mo. ■ 


Vlodel Code 


Human Homologous Gene 1 
Name * \£ . : ■ ? } 


Human Homologous Cluster Title i - 


2032 


7414 


• 


i, p.z, 
General 


■ 


for Wpaklv similar to IMB3 HUMAN 
MPORTIN BETA-3 SUBUNIT [H.sapiens], 
Homo sapiens cDNA FLJ12978 fis, clone 
NT2RP20Q6321, RAN binding protein 6, 
imDortin 4 


1219 


26118 


AA998471 


d 




EST, Weakly similar to JC1365 
FK506/rapamycin-binding protein FKBP13 
precursor [H.sapiens], FK506 binding 
protein 7. FK506 bindinq Drotein precursor 


962 


19480 


AA944442 


00 




EST, Weakly similar to JC2324 LIM protein 
H.sapiens], ESTs, Weakly similar to 
JG0164 LIM protein, FHL4 - mouse 
Rmusculus], Homo sapiens cDNA 
FU13238 fis, clone OVARC1 000440, Homo 
sapiens cDNA FU31627 fis, clone 
NT2RI2003338, RIKEN cDNA 2410002J21 
gene, activator of cAMP-responsive element 
modulator (CREM) in testis, expressed 
sequence AI481106, expressed sequence 
AV278559, expressed sequence 
AW1 23232, hypothetical protein FU10044, 
paxillin, testis derived transcript (3 LIM 
domains), transforming growth factor beta 1 
induced transcript 1 


52 


20093 




u 




F^T Wpaklv similar to LIM nrotein 

CO 1 , VVCuMy Oil 1111(21 IV UUfaO&t U.IIVI piV/Ltslll . 

[H.sapiens], Homo sapiens cDNA FU13238 
fis, clone OVARC1 000440, RIKEN cDNA 
2410002J21 gene, expressed sequence 
AV278559, expressed sequence 
AW1 23232, hypothetical protein FU10044, 
paxillin, transforming growth factor beta 1 
induced transcript 1 


4278 


15239 


NMJ39114 


h, 1, v, 
Genera! 




EST, Weakly similar to JC2369 ribosomal ; 
protein L1 5, cytosolic [validated] - rat 
[R.norvegicus], ESTs, Highly similar to 
RL15_HUMAN 60S RIBOSOMAL PROTEIN 
L15 [H.sapiens], Homo sapiens, clone 
MGC:2392 IMAG&2961444, mRNA, 
complete cds, RIKEN cDNA2510008H07 
nenp. rihnsnmalnrotfiin±15 
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SEQ 

ID 

NO, 


GLGC 
ID NO.. 


GenBank 
Act. or 
RefSeq ID : 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Gjuster Title .= 


3739 


6348 


NM.031077 


mm 




EST, Weakly similar to JC51 1 1 cyclin- 
dependent kinase-related protein 1b - rat 
[Rnorvegicus], EST, Weakly similar to 
S10889 proline-rich protein pisapiens], 
ESTs, Highly similar to KPT1 MOUSE 
SERINE/THREONINE-PROTEIN KINASE 
PCTAIRE-1 [M.musculus], ESTs, Weakly 
similar to KPT1 MOUSE 
SERINE/THREONINE-PROTEIN KINASE 
PCTAIRE-1 [M.musculus], PCTAIRE protein 
kinase 1, PCTAIRE-motif protein kinase 1 


482 


16327 


AA875050 


c, 00 




EST, Weakly similar to KICE MOUSE 
CHOLINE/ETHANOLAMINE KINASE 
[M.musculus], RIKEN CDNA4930555L11 
gene, choline kinase-like, expressed 
sequence AI1 97444, hypothetical protein 
FLJ10761 


2181 


6879 


AI171674 


t 




EST, Weakly similar to LDVR_RAT Very low 
density lipoprotein receptor precursor (VLDL 
receptor) [R.norvegicus], ESTs, Weakly 
similar to LDVR MOUSE VERY LOW- 
DENSITY LIPOPROTEIN RECEPTOR 
PRECURSOR [M.muscu!us], ESTs, Weakly 
similar to LDVR_RAT Very low-density 
lipoprotein receptor precursor (VLDL 
receptor) [R.norvegicus], low density 
lipoprotein receptor-related protein 8, 
apolipoproteine receptor, very low density 

liivwntoin r<ananff\r 


325b 


24867 


NMJH3155 


t, mm 




EST, Weakly similar to LDVR_RAT Very low 
density lipoprotein receptor precursor (VLDL 
receptor) [R.norvegicus], ESTs, Weakly 
similar to LDVR MOUSE VERY LOW- 
DENSITY LIPOPROTEIN RECEPTOR 
PRECURSOR [M.musculus], ESTs, Weakly 
similar to LDVR_RAT Very low-density 
lipoprotein receptor precursor (VLDL 
receptor) [R.norvegicus], low density 
lipoprotein receptor-related protein 8, 
apolipoprotein e receptor, very low density 

linonrotoin roror>fo r 


2736 


9543 


AI236164 


k 




EST, Weakly similar to MAN2_HUMAN 
ALPHA-MANNOSIDASE II [H.sapiens], 
mannosidase 2, alpha 1 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc: or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


2984 


17883 


M11851 


ss 




EST, Weakly similar to MLRVJRAT Myosin 
regulatory itgni cnain z, ventncuiar/caraiac 
muscle isoform (MLC-2) [Rnorvegicus], 
ESTs, Weakly similar to MLRVJRAT Myosin 
regulatory light chain 2, ventricular/cardiac 
muscle isoform (MLC-2) [R.norvegicus], 
myosin light chain 2, precursor lymphocyte- 
specific, myosin light chain, 
phosphorylatable, cardiac ventricles, 
myosin, light polypeptide 2, regulatory, 
cardiac, slow, myosin, light polypeptide 5, 

roni il;a tr»rv 


514 


24470 


AA875523 


ij 




EST, Weakly similar to MOHU6N myosin 
alkali light chain 6, nonmuscle form 
[H.sapiens], myosin light chain, alkali, 
nonmuscle, myosin, light polypeptide 6, 
alkali, smooth muscle and non-muscle 


514 


24471 


AA875523 


y 




EST, Weakly similar to MOHU6N myosin 
alkali light chain 6, nonmuscle form 
[H.sapiens], myosin light chain, alkali, 
nonmuscle, myosin, light polypeptide 6, 
aiKaii, smoom muscie ana non-muscie 


750 


24473 


M89420O 


y 




EST, Weakly similar to MOHU6N myosin 
alkali light chain 6, nonmuscle form 
[H.sapiens], myosin light chain, alkali, 
nonmuscle, myosin, light polypeptide 6, 
alkali, smooth muscle and non-muscle 


4347 


24469 


S77858 


m, rr 


i 


EST, Weakly similar to MOHU6N myosin 
alkali light chain 6, nonmuscle form j 
[H.sapiens], myosin light chain, alkali, 
nonmuscle, myosin, light polypeptide 6, 
alkali, smooth muscle and non-muscle 



BNSDOCID: <WQ 03065993A2_I_> 



WO 03/065993 PCT/US03/03482 



493 



TABLE 2 Attorney Docket No, 44921-51 13WO 

Document No. 192627.1.2 


SEQ 
ID 

NO; 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologbus Cluster Title * }] 


4189 


1558 


NMJ33554 


e, pp 


t 


EST, Weakly similar to NPT1JRAT RENAL 
SODIUM-DEPENDENT PHOSPHATE 
TRANSPORT PROTEIN 1 
(SODIUM/PHOSPHATE 
COTRANSPORTER 1 ) (NA(+)/PI I 
COTRANSPORTER 1) (RENAL SODIUM- 
PHOSPHATE TRANSPORT PROTEIN 1) 
(RENAL NA+-DEPENDENT PHOSPHATE 
COTRANSPORTER 1) [R.norvegicus], 
ESTs, Weakly similar to RENAL SODIUM- 
DEPENDENT PHOSPHATE TRANSPORT 
PROTEIN 1 [M.musculus], Mus musculus, 
Similar to solute carrier family 17 (sodium 
phosphate), member 2, clone MGC:19073 
iMAbh.4iyo/oo, mKNA, complete cds, 
expressed sequence AW261723, solute 
carrier family 17 (sodium phosphate), 
member 1, solute carrier family 17 (sodium 
phosphate), member 2, solute carrier family 
17 (sodium phosphate), member 3, solute 
carrier family 1 7 (sodium phosphate), 
member 4, solute carrier family 17 vesicular 
glutamate transporter), member 1 
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SEQ 

ID 

NO. 


GLGC < 
D NO. i 


SenBank 
Acc.or 
RefS^qlD 
No. 


Model Code 


Human Homologous Gene 
Name : ;■• < : 


Human Homologous Cluster Title 'O 


4189 


1559 


NMJ33554 


B 




EST, Weakly similar to NPT1JRAT RENAL 
SODIUM-DEPENDENT PHOSPHATE 
TRANSPORT PROTEIN 1 
(SODIUM/PHOSPHATE 
COTRANSPORTER 1) (NA(+)/PI 
COTRANSPORTER 1) (RENAL SODIUM- 
PHOSPHATE TRANSPORT PROTEIN 1) 
(RENAL NA+-DEPENDENT PHOSPHATE 
COTRANSPORTER 1) [Rnorvegicus], 
ESTs, Weakly similar to RENAL SODIUM- 
DEPENDENT PHOSPHATE TRANSPORT 
PROTEIN 1 [M.musculus], Mus musculus, 
Similar to solute carrier family 17 (sodium 
phosphate), member 2, clone MGC:19073 
IMAGE:41 93755, mRNA, complete cds, 
expressed sequence AW261723, solute 
carrier family 17 (sodium phosphate), 
member 1 , solute carrier family 17 (sodium 
phosphate), member 2, solute carrier family 
17 (sodium phosphate), member 3, solute 
carrier family 17 (sodium phosphate), 
member 4, solute carrier family 17 vesicular 
glutamate transporter), member 1 




79 9A 


NM_053654 






EST, Weakly similar to PA1G MOUSE 
PLATELET-ACTIVATING FACTOR 
ACETYLHYDROLASE IB GAMMA 
SUBUNIT [M.musculus], platelet-activating 
factor acetylhydrolase, isoform 1b, alphal 
subunit, platelet-activating factor 
acetylhydrolase, isoform lb, gamma subunit 


416 


14138 


AA859700 


p, General 




EST, Weakly similar to PPOX MOUSE 
PROTOPORPHYRINOGEN OXIDASE 
[M.musculusl, protoporphvrinoqen oxidase 


4008 


20842 


NM.053590 


mm 




EST, Weakly similar to PRC5 MOUSE 
PROTEASOME COMPONENT C5 
[M.musculus], ESTs, Weakly similar to 
PRC5 MOUSE PROTEASOME 
COMPONENT C5 [M.musculus], 
proteasome (prosome, macropain) subunit, 
beta type 1, proteasome (prosome, 
manrnnairrt snhnnit beta h/np 1 
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SEQ 

id ; 

NO, 


GLGC 
ID NO. 


GenBank; 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title . 


4215 


3074 


NM_134399 


kk 




EST, Weakly similar to PR01 MOUSE 
PROFILIN I [M.musculus], EST, Weakly 
similar to PR02_HUMAN PROFILIN II 
[H.sapiens], ESTs, Weakly similar to 
PR02JHUMAN PROFILIN II [H.sapiens], 
Drofilin. orofilln 1 


4227 


5208 


NM J 38504 


w,rr 




EST, Weakly similar to PRP3 MOUSE 
PROLINE-RICH PROTEIN MP-3 
[M.musculus], ESTs, Weakly similar to 
PRP3 MOUSE PROLINE-RICH PROTEIN 
MP-3 [M.musculus], Mus musculus, clone 
IMAG&5251262, mRNA, partial cds,' 
expressed sequence C78515, pregnancy- 
inriunftd nmwth inhibitor 


3942 


2577 


NMJ)33236 


u, bb 




EST, Weakly similar to PRS7 MOUSE 26S 
PROTEASE REGULATORY SUBUNIT 7 
[M.musculus], RIKEN cDNA 2300001 E01 
gene, proteasome (prosome, macropain) 
26S subunit. ATPase 2. svntaxin 8 


3770 


1291 


NM_031149 


w 




EST, Weakly similar to PRS8 MOUSE 26S 
PROTEASE REGULATORY SUBUNIT 8 
[M.musculus], Homo sapiens mRNA; cDNA 
DKFZp586l1420 (from done 
DKFZp586l1420); partial cds, YMEUike 1 
(S. cerevisiae), hypothetical protein 
DKFZp667C165, protease (prosome, 
macropain) 26S subunit, ATPase 5, 
proteasome (prosome, macropain) 26S 
subunit, ATPase, 5, proteasome (prosome, 

marrr»natn\ ci ihi init ATPaco fi 


3784 


18373 


NMJ)31331 


ii, ww 




EST, Weakly similar to PSD4_HUMAN 26S 
PROTEASOME REGULATORY SUBUNIT 
S5A [H.sapiens], proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 4 


3784 


18375 


NM_031331 


h 




EST, Weakly similar to PSD4.HUMAN 26S 
PROTEASOME REGULATORY SUBUNIT 
S5A [H.sapiens], proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 4 


3743 


15201 


NMJ)31093 


gg, hh 




EST, Weakly similar to RALA MOUSE RAS- 
RELATED PROTEIN RAL-A [M.musculus], 
ESTs, Weakly similar to Crystal Structure Of 
The Small G Protein Rap2a With Gdp {SUB 
1-167 [H.sapiens], ESTs, Weakly similar to 
RALA MOUSE RAS-RELATED PROTEIN 
RAL-A [M.musculus], v-ral simian leukemia 
viral oncogene homolog A (ras related) 
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SEQ 

ID 

MO 


GLGC 
ID NO. 


GenBank 
Acc. or : 
RefSeqID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


3743 


15203 




, m, s, w, 
General, tt 




P^T Wpflklv similar to RALA MOUSE RAS- 

lOI , VVCCilviy oil l well lv> I \ni_n iviuuvl i\ny 

RELATED PROTEIN RAL-A [M.musculus], 
ESTs, Weakly similar to Crystal Structure Of 
The Small G Protein Rap2a With Gdp {SUB 
1-167 [H.sapiens], ESTs, Weakly similar to 
RALA MOUSE RAS-RELATED PROTEIN 
RAL-A [M.musculus], v-ral simian leukemia 
viral oncogene homolog A (ras related) 


41 ol 


lo/oo 


NMJ33427 






EST, Weakly similar to RDRTB5 
cytochrome-b5 reductase (EC 1 .6.2.2), 

mlrrncnmol form rot IT? nnn/Q/iir 1 ! lol CCTc 

microsomal Torm - rai [rvnorvegicusj, co i s, 
Weakly similar to RDRTB5 cytochrome-b5 
reductase (EC 1.6.2.2), microsomal form - 
rat [R.norvegicus], Mus musculus, clone 
MGC:30933 IMAGE:4018387, mRNA, 
complete cds, RIKEN cDNA 1810044022 
gene, RIKEN CDNA2810034J18 gene, 
hypothetical protein BC008322 


1886 


18607 


AI103105 


z 




EST, Weakly similar to RL12JHUMAN 60S 

ESTs, Weakly similar to RL12_HUMAN 60S 
RIBOSOMAL PROTEIN L12 [H.sapiens], 
ribosomal orotein L1 2 


4430 


18606 




n, j, oericrdi, 

gg, hh, ii 




P^T WpaIcIv similar tn RI 1? HUMAN 60S 

CO 1 , VVCdlMy Oil 1 Midi vJ f\l— 1 £m 1 1 WlVlrAlN wO 

RIBOSOMAL PROTEIN L12 [H.sapiens], 
ESTs, Weakly similar to RL12JHUMAN 60S 
RIBOSOMAL PROTEIN L12 [H.sapiens], 
ribosomal Drotein L1 2 


4419 


19244 


X15013 


h.gg, hh 




EST, Weakly similar to RL7A MOUSE 60S 
RIBOSOMAL PROTEIN L7A [M.musculus], 
RIKEN cDNA4632404N19 gene, ribosomal 
protein L7a 


1106 


24156 


AA957803 


k 




EST, Weakly similar to RNP_HUMAN 
RIBONUCLEASE PANCREATIC 
PRECURSOR [H.sapiens], ESTs, Weakly 
similar to RNP_HUMAN RIBONUCLEASE 
PANCREATIC PRECURSOR [H.sapiens], 
RIKEN cDNA 4930474F22 gene, 
ribonuclease 1, pancreatic, ribonuclease, 

RNase A familv 1 fnanrraatir^ 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBanK 
Acc. or 
RefSeq ID 
No, 


Mode! Code 


i Human Homologous Gene 
Name 


Human Homologous Cluster Title : 


3787 


15360 




P.v 




EST, Weakly similar to RPB6JW DNA- 
directed RNA polymerase I! 14.4 kDa 
polypeptide (RPB6) (RPB14.4) 
[R.norvegicus], Mus musculus E2F1- 
inducible (Eig4) mRNA, complete sequence, 
RIKEN cDNA 1810060D16 gene, 
polymerase (RNA) II (DNA directed) 
nolvnentirteF 


3755 


10878 


NM_031110 


j, General 




EST, Weakly similar to RS1 1_HUMAN 40S 
ribosomal protein S11 [Rnorvegicus], Homo 
sapiens mRNA; cDNA DKFZp434A0326 
(from clone DKFZp434A0326), RAD21 
homolog (S. pombe), ribosomal protein S11 


3909 


10949 


NM_031839 


rr 




EST, Weakly similar to S13101 cytochrome 
P450 d 1 7 - rat [R.norvegicus], Mus 
musculus, clone MGC:25860 
IMAGE:41 95655, mRNA, complete cds, 
RIKEN cDNA 2010301M18 gene, RIKEN 
cDNA 2210009K14 gene, cytochrome P450, 
2c29, cytochrome P450, subfamily IIC 
(mephenytoin 4-hydroxylase), polypeptide 
19, expressed sequence AI159681, 
expressed sequence AW107714 


1402 


23768 


AI011709 


ii 




EST, Weakly similar to S21977 Pm5 protein 
H.sapiens], Homo sapiens cDNA: 
FLJ23491 fis, clone LNG00825, highly 
similar to HSPM5 Human mRNA for pM5 
protein. dM5 protein 


1894 


2364 


AI1 03379 


General 


( 

i 


EST, Weakly similar to S23770 ubiquitin- 
activating enzyme E1 [H.sapiens], ESTs, 
Highly similar to 163168 gene Ubelx protein 
rat (fragment) [R.norvegicus], ESTs, Weakly 
similar to 163168 gene Ubelx protein - rat 
(fragment) [Rnorvegicus], ESTs, Weakly 
similar to UBIQUITIN-ACTIVATING 
ENZYME E1 1 [M.musculus], Homo sapiens 
PP3895 mRNA, complete cds, RIKEN cDNA 
1300004C08 gene, RIKEN cDNA 
5730469D23 gene, ubiquitin-activating 
9nzyme E1 (A1S9T and BN75 temperature 
sensitivity complementing), ubiquitin- 
activating enzyme E1 , Chr X, ubiquitin- 
activating enzyme E1, Chr Y 1, ubiquitin- 
activating enzyme E1 -like 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank S 1 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 

"* ■■ •. r '.- • / " ■**'*. 


6 


6049 


AA685178 


a, General, 
cc, rr 




EST, Weakly similar to S49326 nascent 
polypeptide-associated complex alpha chain 
[Ksapiens], EST, Weakly similar to T30827 
nascent polypeptide-associated complex 
alpha chain, non-muscle splice form - 
mouse [M.musculus], FKSG17, KIAA0363 
protein, expressed sequence AL022831, 
nascent-polypeptide-associated complex 

£ilnhs nnlvnpntiHo I 


694 


13856 


AA893183 


gg, hh 




EST, Weakly similar to S57447 HPBRII-7 
protein [H.sapiens], cleavage and 
polyadenylation specific factor 6, 68kD 
subunit hypothetical protein FLJ 12529 


694 


13857 


AA893183 


bb 




EST, Weakly similar to S57447 HPBRII-7 
protein [H.sapiens], cleavage and 
polyadenylation specific factor 6 t 68kD 
subunit. hvDothetical protein FLJ12529 


2107 


11550 


AM 69591 


a 




EST, Weakly similar to S57447 HPBRII-7 
protein [H.sapiens], cleavage and 
polyadenylation specific factor 6, 68kD 
subunit hypothetical protein FLJ12529 


2225 


13098 


AI1 72610 


c.ii 




EST, Weakly similar to S70029 probable 
transmembrane protein TMC [H.sapiens], 
Homo sapiens cDNA FLJ14883 fis, clone 
PLACE1 003596, moderately similar to 
OLIGOSACCHARYL TRANSFERASE STT3 
SUBUNIT, RIKEN cDNA 1300006C1 9 gene, 
intergral membrane protein 1 


3008 
< 


11956 


M28255 


ff 




EST, Weakly similar to S71929 cytochrome- 
c oxidase (EC 1.9.3.1) chain VIII precursor, 
hepatic - mouse [M.musculus], cytochrome 
c oxidase, subunit Villa, heme-regulated 
initiation factor 2-aloha kinase 


3591 


8097 


NMJ)22536 


j, q, w, x 




EST, Weakly similar to secreted cyclophilin- 
like protein [H.sapiens], ESTs, Weakly 
similar to cyclophilin B [Rattus norvegicus] 
[R.norvegicus], RIKEN cDNA 373241 0E1 9 
gene, peptidylprolyl isomerase (cyciophilin)- 
like 1, peptidylprolyl isomerase B, 
peptidylprolyl isomerase B (cyclophilin B), 
peptidylprolyl isomerase C, peptidylprolyl 
isomerase C (cyclophilin C) 


1235 


2526 


AA998979 


bb 




EST, Weakly similar to T00051 hypothetical 
protein KIAA0404 [H.sapiens], Homo 
sapiens, clone IMAGE:4657824, mRNA, 
KIAA0404 protein, hypothetical protein 
FLJ10242 
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ID NO. 
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No. 
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Human Hornblogous Gene 
Name 


Human Homologous Cluster Title 


1136 


24166 


AA964630 


d.n 




EST, Weakly similar to T02345 hypothetical 
protein KIAA0324 [H.sapiens], ESTs, 
Weakly similar to T02345 hypothetical 
protein KIAA0324 [H.sapiens], Homo 
sapiens cDNA FU31094 fis, clone 
IMR321000165, polymerase I and transcript 
release factor, serine/arginine repetitive 
matrix 2 


1095 


22357 


AA957264 


k 




EST, Weakly similar to T12456 hypothetical 
protein DKFZp564M2423.1 [H.sapiens], 
ESTs, Highly similar to T12456 hypothetical 
protein DKFZp564M2423.1 [H.sapiens], PAI- 
1 mRNA-binding protein, RIKEN cDNA 
1200009K13 gene, intracellular hyaluronan- 
binding protein 


4105 


16566 


NMJD54004 


u 




EST, Weakly similar to T42735 TBP- 
interacting protein TIP120 - rat 
[R.norvegicus], Homo sapiens cDNA 
FLJ14877 fis, clone PLACE1003044, TBP- 
interacting protein, expressed sequence 
AI195005 


12 


21815 


AA686423 


0 




EST, Weakly similar to T46390 hypothetical 
protein DKFZp434C1 920.1 [H.sapiens], 
hepatocellular carcinoma-associated 
antigen 59 


3557 


17158 


NMJJ22298 


C, f t W, XX 




EST, Weakly similar to TBA1 MOUSE 
TUBULIN ALPHA-1 CHAIN [M.musculus], 
tubulin, alpha -1, tubulin, alpha 2, tubulin, 
alpha 3, tubulin, alpha 6, tubulin, alpha 7, 
tubulin, abha, ubiauitous 


3557 


17160 


NMJ)22298 


nn 




EST, Weakly similar to TBA1 MOUSE 
TUBULIN ALPHA-1 CHAIN [M.musculus], 
tubulin, alpha 1, tubulin, alpha 2, tubulin, 
alpha 3, tubulin, alpha 6, tubulin, alpha 7, 
tubulin, alDha. ubiauitous 


3557 


17161 


NM_022298 


y, nn, tt 




EST, Weakly similar to TBA1 MOUSE 
TUBULIN ALPHA-1 CHAIN [M.musculus], 
tubulin, alpha 1, tubulin, alpha 2, tubulin, 
alpha 3, tubulin, alpha 6, tubulin, alpha 7, 
tubulin, abha. ubiauitous 


317 


13975 


AA850450 


XX 




EST, Weakly similar to TBB5 MOUSE 
TUBULIN BETA-5 CHAIN [M.musculus], 
RIKEN cDNA 231 0061 K05 gene, RIKEN 
cDNA 24101 29E14 gene, RIKEN cDNA 
4930542G03 gene, tubulin, beta 5, tubulin, 
beta polypeptide, tubulin, beta, 2, tubulin, 
heta 5 
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Human HomologousCluster Title 


442 


13974 


AA860030 


n, qq, ss 




EST, Weakly similar to TBB5 MOUSE 
TUBULIN BETA-5 CHAIN [M.musculus], 
RIKEN cDNA 231 0061 K05 gene, RIKEN 

pnMA 9d.ini9QP14.npnP RIKFN rHMA 

4930542G03 gene, tubulin, beta 5, tubulin, 
beta polypeptide, tubulin, beta, 2, tubulin, 
3eta 


1248 


13973 


AB011679 


y, ee 




EST, Weakly similar to TBB5 MOUSE 
TUBULIN BETA-5 CHAIN [M.musculus], 
RIKEN cDNA 231 0061 K05 gene, RIKEN 

oTIMA 941M9QF1A nana RIKFN! rHWA 

UUIMM £rr IU \£>3\2 If y title, t\Ii\l_IM OLMwM 

4930542G03 gene, tubulin, beta 5, tubulin, 
beta polypeptide, tubulin, beta, 2, tubulin, 
beta 5 


2521 


13977 


AI229707 


j, bb, nn 




EST, Weakly similar to TBB5 MOUSE 
TUBULIN BETA-5 CHAIN [M.musculus], 
RIKEN cDNA 231 0061 K05 gene, RIKEN 
cDNA 2410129E14 gene, RIKEN cDNA 
4930542G03 gene, tubulin, beta 5, tubulin, 
beta polypeptide, tubulin, beta, 2, tubulin, 
beta 5 


1079 


11050 


AA956164 


ii 




EST, Weakly similar to TCPE MOUSE T- 
COMPLEX PROTEIN 1, EPSILON 
SUBUNIT [M.musculus], ESTs, Weakly 
similar to JQ0866 T-complex protein 1 - rat 
[R.norvegicus], T-complex 1, chaperonin 
containing TCP1 , subunit 5 (epsiion), 

UUa|J&r(JNUl UUIHdlfllliy \\jr l, aUUUlUl / 

(eta), chaperonin subunit 5 (epsiion), 
chaperonin subunit 7 (eta), t-complex 

nrnfpin 1 


874 


23159 


AA925318 


I, q, x, dd 




EST, Weakly similar to TRI9JHUMAN 
THYROID RECEPTOR INTERACTING 
PROTEIN 9 [H.sapiens], nuclear factor of 
kappa light chain gene enhancer in B-ceils 
inhibitor, beta, nuclear factor of kappa light 
polypeptide gene enhancer in B-cells 
inhibitor, beta 



03065993A2 I > 



WO 03/065993 PCT/US03/03482 



501 



TABLE 2 . . \ Attorney Docketed; 44921 ?5113WO 

Dociimeht No. 1926271^2 


SEQ 

ID 

NO. 


GLGC 
ID N0. : 
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Human Homologous Gene 
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Human Homologous Cluster Title v 


754 


15274 


AA894258 


General, kk 




EST, Weakly similar to UB5C_HUMAN 
Ubiquitin-conjugating enzyme E2-17 kDa 3 
(Ubiquitin-protein ligase) (Ubiquitin carrier 
protein) (E2(17)KB 3) [R.norvegicus], ESTs, 
Weakly similar to S53358 ubiquitin- 
conjugating enzyme E2.1 7kB - rat 
[R.norvegicus], Homo sapiens EST from 
clone 37208, full insert, RIKEN cDNA 
1100001F19 gene, RIKEN cDNA 
1 60002811 7 gene, prefoldin 5, ubiquitin- 
conjugating enzyme E2D 3 (UBC4/5 

hnmninn woaef\ 


3777 


15277 


NMJJ31237 


n 




EST, Weakly similar to UB5C_HUMAN 
Ubiquitin-conjugating enzyme E2-17 kDa 3 
(Ubiquitin-protein ligase) (Ubiquitin carrier 
protein) (E2(17)KB 3) [R.norvegicus], ESTs, 
Weakly similar to S53358 ubiquitin- 
conjugating enzyme E2,17kB - rat 
[R.norvegicus], Homo sapiens EST from \ 
clone 37208, full insert, RIKEN cDNA 
1100001F19 gene, RIKEN cDNA 
1 60002811 7 gene, prefoldin 5, ubiquitin- 
conjugating enzyme E2D 3 (UBC4/5 

hnmninn \/oaot\ 


4292 


1623 


NMJ44757 


s 




EST, Weakly similar to ZF37_RAT Zinc 
finger protein 37 (Zfp-37) [R.norveglcus], 
ESTs, Weakly similar to ZF29 MOUSE ZINC 
FINGER PROTEIN 29 [M.musculus], ESTs, 
Weakly similarto ZF93 J/IOUSE ZINC 
FINGER PROTEIN 93 (ZFP-93) 
[M.musculus], expressed sequence 
AW557864, zinc finger protein 29, zinc 
finger protein 37, zinc finger protein 37 
hnmnlm fmnnspl 



\ 
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... 
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Human Homologous Cluster Title 


410 


11317 


AA859631 


00 




EST, Weakly similar to ZF37_RAT Zinc 
finger protein 37 (Zfp-37) [R.norvegicus], 
ESTs, Weakly similar to ZF90 MOUSE ZINC 
FINGER PROTEIN 90 [M.musculus], ESTs, 
Weakly similar to ZF93.MOUSE ZINC 
FINGER PROTEIN 93 (ZFP-93) 
[M.musculus], Homo sapiens cDNA 
FU31413 fis, clone NT2NE2000259, 
moderately similar to OOCYTE ZINC 
FINGER PROTEIN XLCOF6.1, Homo 
sapiens mRNA for HKR1, partial cds, Homo 
sapiens, clone IMAGE:3546283, mRNA, 
partial cds, RIKEN cDNA 2610008E1 1 
gene, RIKEN cDNA 9030409018 gene, zinc 
finger protein 37, zinc finger protein 37 
homolog (mouse) 


4302 


16343 


NMJ45724 


uu 




EST, Weakly similar to ZF94_RAT Zinc 
finger protein 94 (Zfp-94) (Zinc finger protein 
Y1) (RLZF-Y) [Rnorvegicus], ESTs, 
Moderately similar to I37956 zinc finger 
protein kox17 [H.sapiens], ESTs, Weakly 
similar to ZF94_M0USE ZINC FINGER 
PROTEIN 94 (ZFP-94) [M.musculus], ESTs, 
Weakly similar to ZF94_RAT Zinc finger 
protein 94 (Zfp-94) (Zinc finger protein Y1) 
(RLZF-Y) [R.norvegicus], Homo sapiens 
cDNA FLJ30551 fis, clone BRAWH2001503, 
KIAA0426 gene product, hypothetical 
protein FLJ 12298, zinc finger protein 99 


4302 


16345 


NM_1 45724 






EST, Weakly similar to ZF94_RAT Zinc 
finger protein 94 (Zfp-94) (Zinc finger protein 
Y1) (RLZF-Y) [Rnorvegicus], ESTs, 
Moderately similar to I37956 zinc finger 
protein kox17 [H.sapiens], ESTs, Weakly ' 
similar to ZF94JWOUSE ZINC FINGER 
PROTEIN 94 (ZFP-94) [M.musculus], ESTs, 
Weakly similar to ZF94__RAT Zinc finger 
protein 94 (Zfp-94) (Zinc finger protein Y1) 
(RLZF-Y) [Rnorvegicus], Homo sapiens 
cDNA FLJ30551 fis, clone BRAWH2001503, 
KIAA0426 gene product, hypothetical 
protein FLJ1 2298, zinc finger protein 99 
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Human Homologous Cluster Title 


1427 


1263 


A!012567 


bb 




EST, Weakly similar to ZF94_RAT Zinc 
finger protein 94 (Zfp-94) (Zinc finger protein 
Y1) (RLZF-Y) [R.norveglcus], ESTs, 
Moderately similar to I37956 zinc finger 
protein kox17 [H.sapiens], Rattus 
norvegicus zinc finger protein Y1 (RLZF-Y) 
mRNA, complete cds, SCAN domain 
containing 1, SCAN domain-containing 1, 
7\nc. ftnnpr nrntein 99 


3432 


20351 


NMJ)19142 


kk 




ESTs, Highly similar to 5-AMP-activated 
protein kinase alpha-1 catalytic subunit 
[Rattus norvegicus] [R.norvegicus], RIKEN 
cDNA 120001 3B22 gene, SNF related 
kinase, SNF1 -like kinase, expressed 
sequence AM 94361, protein kinase, AMP- 
activated, alpha 1 catalytic subunit, 
serine/threonine kinase 11, serine/threonine 
kinase 11 (Peutz-Jeghers syndrome) 


1091 


6174 


AA957063 


tt 




ESTs, Highly similar to basic leucine-zipper 
protein BZAP45; KIAA0005 gene product 
[Homo sapiens] [H.sapiens], ESTs, Highly \ 
similar to E2BE RAT TRANSLATION 
INITIATION FACTOR EIF-2B EPSILON 
SUBUNIT [R.norvegicus], Homo sapiens 
cDNA FU31838 fis, clone NT2RP7000076, 
weakly similar to TRANSLATION 
INITIATION FACTOR EIF-2B EPSILON 
SUBUNIT, RIKEN cDNA 1200015E15 gene, 
eukaryotic translation initiation factor 2B, 
subunit 5 (epsilon, 82kD), expressed 
sequence C81315, initiation factor elF-2Be 


1764 


7092 


AI071668 


c 




ESTs, Highly similar to basic leucine-zipper 
protein BZAP45; KIAA0005 gene product 
[Homo sapiens] [H.sapiens], ESTs, Highly 
similar to E2BE RAT TRANSLATION 
INITIATION FACTOR EIF-2B EPSILON 
SUBUNIT [R.norvecjicus], Homo sapiens 
cDNA FLJ31 838 fis, clone NT2RP7000076, 
weakly similar to TRANSLATION 
INITIATION FACTOR EIF-2B EPSILON 
SUBUNIT, RIKEN cDNA 1200015E15 gene, 
eukaryotic translation initiation factor 2B, 
subunit 5 (epsilon, 82kD), expressed 
sequence C81315, initiation factor elF-2Be 
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4033 


24204 


NMJJ53670 


b, General, 
uu 




ESTs, Highly similar to calcitonin gene- 
related peptide-receptor component protein 
[Homo sapiens] [H.sapiens], calcitonin gene- 
related peptide-receptor component protein 


4060 


6110 


NMJ53824 


X 




ESTs, Highly similar to casein kinase II, 
alpha 1 polypeptide [Rattus norvegicus] 
[R.norvegicus], ESTs, Moderately similar to 
casein kinase II, alpha 1 polypeptide [Rattus 
norvegicus] [R.norvegicus], casein kinase 2, 
alpha 1 polypeptide, casein kinase 2, alpha 
prime polypeptide, casein kinase II, alpha 1 
polypeptide, casein kinase II, alpha 1 
related sequence 4, casein kinase II, alpha 

9 nnlvnpnfiHA 


3933 


1573 


NM.032083 


bb, ss 




ESTs, Highly similar to chimerin (chimaerin) 
1 [Rattus norvegicus] [R.norvegicus], ESTs, 
Weakly similar to chimerin (chimaerin) 1 
[Rattus norvegicus] [R.norvegicus], Mus 
musculus, Similar to hypothetical protein 
DKFZp564B1162, clone MGC:32510 
IMAGE:5064885, mRNA, complete cds, 
Mus musculus, clone MGC:28436 
IMAGE:4038635, mRNA, complete cds, 
RIKEN cDNA 1700112L09 gene, RIKEN 
cDNA 2310069104 gene, RIKEN cDNA 
5133400C09 gene, Rho GTPase activating 
protein 4, breakpoint cluster region 


2243 


18507 


AM 75551 


z 




ESTs, Highly similar to eukaryotic 
translation elongation factor 1 beta 2; 
eukaryotic translation elongation factor 1 
beta 1 [Homo sapiens] [H.sapiens], 
eukaryotic translation elongation factor 1 
beta 2 
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Human Homologous Gene 
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Human Homologous Cluster Tit(e * 


2915 


4352 


H31692 


X 




ESTs, Highly similar to GERp95 [Rattus 
norvegicus] [R.norvegicus], ESTs, 
Moderately similar to I2C1 JHUMAN 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 2C 1 [H.sapiens], ESTs, 
Moderately similar to I2C2_HUMAN 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 2C 2 [H.sapiens], ESTs, Weakly 
similar to GERp95 [Rattus norvegicus] 
[R.norvegicus], Mus musculus, eukaryotic 
translation initiation factor 2C, 2, clone 
MGC:38662 IMAGE:5356426, mRNA, 
complete cds, RIKEN cDNA 5730550L01 
gene, eukaryotic translation initiation factor 
2C, 1, eukaryotic translation initiation factor 
2C, 2, expressed sequence AW048688, 
hypothetical protein FLJ12765, piwi like 
homolog 1 (Drosophila) 


4236 


5283 


NM_1 38535 


XX 




ESTs, Highly similar to Giutamate receptor 
interacting protein [Rattus norvegicus] 
[R.norvegicus], Giutamate receptor 
interacting protein, RIKEN cDNA 
4931400F03 gene, channeWnteracting PDZ 
domain protein, multiple PDZ domain 
protein, syntrophin, alpha 1 (dystrophin- 
associated protein A1 , 59kD, acidic 
rnmnnnpnrt 


1R77 


boo 


A \f\RQOAf\ 

Aiuoyo4U 


i 




ESTs, Highlyjsimilar to huntingtin- 
associated protein interacting protein (duo) 
[Rattus norvegicus] [R.norvegicus], death- 
associated kinase 3, expressed sequence 
AA408740, expressed sequence AI120141, 
faciogenital dysplasia (Aarskog-Scott 
syndrome), faciogenital dysplasia homolog, 
serine/threonine kinase with Dbl- and 
pleckstrin homology domains, triple 

functional domain fPTPRF infprartinrri 


3929 


964 


NM_032062 


v 




P^Tq Hinhli/ ctmilor to hi intinntln 

c.oi o f myniy biiiiiidi iu nuniinyun- 
associated protein interacting proteirt (duo) 
[Rattus norvegicus] [R.norvegicus], death- 
associated kinase 3, expressed sequence 
AA408740, expressed sequence AI120141, 
faciogenital dysplasia (Aarskog-Scott 
syndrome), faciogenital dysplasia homolog, 
serine/threonine kinase with Dbl- and 
pleckstrin homology domains, triple 
fnnrtinnal domain fPTPRE-intprantinrri 
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Human Homologous Gene 


Human Homologous Cluster Title 


42 


16576 


AA799570 


c, u 




ESTs, Highly similar to hypothetical protein 
FLJ13725; KIAA1930 protein [Homo 
sapiensl fH.sapiensl 


1960 


18742 


AI105131 


bb, qq 




ESTs, Highly similar to lung alpha/beta 
hydrolase 1; alpha/beta hydrolase-1 [Mus 
musculus] [M.musculus], lung alpha/beta 
hydrolase 1, lunq alpha/beta hydrolase 3 


38 


17599 


AA799539 


0 


■ 


ESTs, Highly similar to lymphocyte 
activation-associated protein [Homo 
sapiens] [H.sapiens], ESTs, Weakly similar 
to KEAP_RAT Kelch-like ECH-associated 
protein 1 (Cytosolic inhibitor of Nrf2) (INrf2) 
[R.norvegicus], Kelch-like ECH-associated 
protein 1, Mus musculus, Similar to 
KIAA0952 protein, clone MGC:25591 
IMAGE:4011475, mRNA, complete cds, 
RIKEN CDNA2700038B03 gene, kelch-like 

PHUaccnriatpH nrnfoin 1 


1190 


13330 


AA997716 


II 




ESTs, Highly similar to lymphocyte 
activation-associated protein [Homo 
sapiens] [H.sapiens], ESTs, Weakly similar 
to KEAPJRAT Kelch-like ECH-associated 
protein 1 (Cytosolic inhibitor of Nrf2) (INrf2) 
[R.norvegicus], Kelch-like ECH-associated 
protein 1, Mus musculus, Similar to 
KIAA0952 protein, clone MGC:25591 
1MAGE:4011475, mRNA, complete cds, 
RIKEN cDNA 2700038B03 gene, kelch-like 


3702 


1991 


NMJ330995 


XX 




ESTs, Highly similar to microtubule- 
associated protein 1a [Rattus norvegicus] 
[R.norvegicus], ESTs, Moderately similar to 
microtubule-associated protein 1a [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to microtubule-associated protein 1a 
[Rattus norvegicus] [R.norvegicus], ESTs, 
Weakly similar to MAPAJ/IOUSE 
Microtubule-associated protein 1A (MAP 1A) 
[M.musculus], chromatin assembly factor 1, 
subunit A (p150), expressed sequence 
AI853608, microtubule-associated protein 

1A 
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Human Homologous Cluster Title ": 


2403 


17890 


AI179123 


j, mm 




ESTs, Highly similar to NF-E2-related factor 
2 [Rattus norvegicus] [R.norvegicus], ESTs, 
Weakly similar to NF-E2-related factor 2 
[Rattus norvegicus] [R.nprvegicus], NF-E2- 
related factor 2, nuclear factor (erythroid- 
derived 2)-like 1, nuclear factor (erythroid- 
derived 2)-like 2, nuclear factor, erythroid 
derived 2,-like 1 , nuclear, factor, erythroid 

rierivpri 9 likfi 9 


3893 


1169 


NIvLUol /o9 


□, w, bb, II 




ESTs, Highly similar to NF-E2-related factor 
2 [Rattus norvegicus] [R.norvegicus], ESTs, 
Weakly similar to NF-E2-related factor 2 
[Rattus norvegicus] [R.norvegicus], nuclear 
factor (erythroid-derived 2)-like 2, nuclear 
factor, erythroid derived 2, like 3, nuclear, 
factor, erythroid derived 2, like 2 


3893 


1170 


ill i AO J^ftft - 

NM_031789 


d, II 




ESTs, Highly similar to NF-E2-re!ated factor 
2 [Rattus norvegicus] [R.norvegicus], ESTs, 
Weakly similar to NF-E2-refated factor 2 
[Rattus norvegicus] [R.norvegicus], nuclear 
factor (erythroid-derived 2)-Hke 2, nuclear 
factor, erythroid derived 2, like 3, nuclear, 
factor, erythroid derived 2, like 2 


4115 


20254 


Mhi net* AH 

NM_057116 


II 




ESTs, Highly similar to protein phosphatase 
2 (formerly 2A), regulatory subunit B (PR 
52), gamma isoform [Rattus norvegicus] 
[R.norvegtcus], ESTs, Highly similar to 
JC7153 phosphoprotein phosphatase 
[H.sapiens], protein phosphatase 2 (formerly 
2A), regulatory subunit B (PR 52), gamma 
isoform 


474 




AA874999 


j 




ESTs, Highly similar to protein translocation 
complex beta; protein transport protein 
ofcuol oeta subunit [Homo sapiens] 
[H.sapiens], protein translocation complex 
beta 


133 


16463 


M800663 


k 




ESTs, Highly similar to RAN binding protein 
16 [Mus musculus] [M.musculus], ESTs, 
Moderately similar to RAN binding protein 
16 [Homo sapiens] [H.sapiens], RAN 
bindina Drotein 16 
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NO 
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No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4116 


23310 


NM_057119 


w 




ESTs, Highly similar to TLS-associated 
serine-arginine protein 1, isoform 1; TLS- 
associated serine-arginine protein 1; TLS- 
associated protein TASR [Homo sapiens] 
[H.sapiens], ESTs, Weakly similar to 
splicing factor, arginine/serine-rich 
(transformer 2 Drosophila homolog) 10 
[Rattus norvegicus] [R.norvegicus], Mus 
musculus hexaribonudeotide binding 
protein 3 (Hrnbp3) mRNA, partial cds, 
RIKEN cDNA 1500010G04 gene, neural- 
salient serine/arginine-rich, silica-induced 
gene 41, splicing factor, arginine/serine-rich 
10 (transformer 2 homolog, Drosophila) 


1889 


15981 


AI103150 


nn 




ESTs, Highly similar to ubiquitin conjugating 
enzyme [Rattus norvegicus] [R.norvegicus], 
ESTs, Highly similar to A41222 ubiquitin— 
protein ligase [H.sapiens], ESTs, Weakly 
similar to UBC2_HUMAN UBIQUIT1N- 
CONJUGATING ENZYME E2-17 KD 
[M. musculus], RIKEN cDNA 261 0301 N02 
gene, expressed sequence AI327276, 
ubiquitin conjugating enzyme, ubiquitin- 
conjugating enzyme E2A, RAD6 homolog 
(S. cerevisiae), ubiquitin-conjugating 
enzyme E2B (RAD6 homolog), ubiquitin- 
coniuaatina enzvme E2B RAD6 homoloav 
(S. cerevisiae), ubiquitin-conjugating 
enzyme E2C 


1363 


8047 


AI010100 


e 




ESTs, Highly similar to vacuolar protein 
sorting 18 (yeast), isoform 1; vacuolar 
protein sorting protein 18 [Homo sapiens] 
[H.sapiens], vacuolar protein sorting protein 
18 
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SEQ 
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Human Homologous Cluster Title J : 

i' . ' * ■■ 


4061 


1601 


NM_053826 


t 




ESTs, Highly similar to [PYRUVATE 
DEHYDROGENASE(LIPOAMIDE)] KINASE 
ISOZYME 1 PRECURSOR [R. norvegicus], 
ESTs, Weakly similar to A49686 [pyruvate 
dehydrogenase (fipoamide)] kinase (EC 
2.7.1.99) precursor - rat [Rnorvegicus], 
ESTs, Weakly similar to PDK4_MOUSE 
[PYRUVATE DEHYDROGENASE 
[LIPOAMIDE]] KINASE ISOZYME 4, 
MITOCHONDRIAL PRECURSOR 
(PYRUVATE DEHYDROGENASE KINASE 
ISOFORM 4) [M.musculus], Mus musculus, 
Similar to pyruvate dehydrogenase kinase, 
isoenzyme 1, clone MGC:28719 
IMAGE:4458562, mRNA, complete cds, 
Mus musculus, Similar to pyruvate 
dehydrogenase kinase, isoenzyme 3, clone 
MGC:6383 IMAGE:3500763, mRNA 
complete cds, pyruvate dehydrogenase 2, 
pyruvate dehydrogenase kinase, isoenzyme 
3 


3609 
i 


12542 


NMJ22647 


c, d, qq 




ESTs, Highly similar to 0506206A histone 
H2B [Rattus norvegicus] [Rnorvegicus], 
ESTs, Weakly similar to 148401 histone H2b 
- mouse [M.musculus], H2B histone family, 
member A, H2B histone family, member D, 
H2B histone family, member G, H2B histone 
family, member K, Mus musculus, Similar to 
H2B histone family, member J, clone 
MGC:29103 IMAGE:5003093, mRNA, 


3608 


2250 


KIM 


c, d, m, cc, 
kk t qq, w 




ESTs, Highly similar to 0506206A histone 
H2B [Rattus norvegicus] [R.norvegicus], 
H2B histone family, member A, H2B histone 
family, member B, H2B histone family, 
member D, H2B histone family, member G, 
H2B histone family, member H, H2B histone 
family, member K, histone family member 


513 


17314 


AA875509 


r 




ESTs, Highly similar to 1814460A p53- 
associated d rote in fH sanien^l Mdm9 
transformed 3T3 cell double minute 2, p53 
binding protein (mouse) 


2860 


20082 


AI639488 


h.r, 

General, ii 




ESTs, Highly similar to 1814460A p53- 
associated protein [H.sapiens], Mdm2, 
transformed 3T3 ceil double minute 2, p53 
binding protein (mouse), transformed mouse 
3T3 ceil double minute 9 
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Human Homologous Cluster Jitle 


606 


17350 


AA892240 


k 




ESTs, Highly similar to 20081 09A set gene 
Rattus norvegicus] [R.norvegicus] ( ESTs, 
Highly similar to SET_HUMAN SET 
PROTEIN [H.sapiens], SET translocation, 
SET translocation (myeloid leukemia- I 
associated* 


3449 


2933 


NMJ19204 


e t m 




ESTs, Highly similar to A Chain A, Structure 
Of Beta-Secretase Complexed With Inhibitor 
;SUB 56-446 [H.sapiens], ESTs, Moderately 
similar to BACEJRAT Beta-secretase 
precursor (Beta-site APP cleaving enzyme) 
Beta-site amyloid precursor protein 
cleaving enzyme) (Aspartyi protease 2) (Asp 
2) (ASP2) (Membrane-associated aspartic 
protease 2) (Memapsin-2) [R.norvegicus], 
ESTs, Weakly similar to BACEJW Beta- 
secretase precursor (Beta-site APP cleaving 
enzyme) (Beta-site amyloid precursor 
protein cleaving enzyme) (Aspartyi protease 
2) (Asp 2) (ASP2) (Membrane-assoeiated 
aspartic protease 2) (Memapsin-2) 
FR nnn/pnimsl hpta-^ifp APP Hps vino 

enzyme, beta-site APP-cleaving enzyme 2 


2988 


24554 


M13749 


m 




ESTs, Highly similar to A25951 placental 
lactogen II - rat [R.norvegicus], Rattus 
norvegicus PLP-H mRNA for prolactin-like 
protein H, complete cds, placental lactogen 
2. prolactin 


3417 


20848 


NMJ)17343 


X 




ESTs, Highly similar to A37100 myosin 
regulatory light chain A, smooth muscle - rat 
[R.norvegicus], RIKEN cDNA 2900073G15 
gene, myosin light chain, phosphorylatable, 
cardiac ventricles, myosin regulatory light 
chain, myosin, light polypeptide, regulatory, 
non-sarcomeric (20kD) 


3417 


20849 


NM_017343 


r.ff 


l 


ESTs, Highly similar to A37100 myosin 
regulatory light chain A, smooth muscle - rat 
[R.norvegicus], RIKEN cDNA 2900073G15 
gene, myosin light chain, phosphorylatable, 
cardiac ventricles, myosin regulatory light 
chain, myosin, light polypeptide, regulatory, 
non-sarcomeric (20kD) 
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ID NO. 


GenBank 
Acd or 

No. V 


Moaei uooe 


Human Homologous Gene 
Name 


Human .Homologous Cluster Title 


2472 


16970 


AI228112 


ft 




ESTs, Highly similar to A38351 
phosphoprotein phosphatase 2-alpha 
regulatory chain [H.sapiens], RIKEN cDNA 
2410004D02 gene, protein phosphatase 2 
(formerly 2A), regulatory subunit B (PR 52), 
alDha isoform 


4103 


16965 


NM.053999 


V 




ESTs, Highly similar to A38351 
phosphoprotein phosphatase 2-alpha 
regulatory chain [H.sapiens], RIKEN cDNA 
2410004D02 gene, protein phosphatase 2 
(formerly 2A), regulatory subunit B (PR 52), 
abha isoform 


4110 


17709 


NMJ)57101 


y 




ESTs, Highly similar to A45445 janusin 
precursor, long form - rat [R.norvegicus], 
ESTs, Weakly similar to JQ1 322 tenascin 
precursor - mouse [M.musculus], Tenascin- 
R (Restrictin, janusin, J1-160/180), tenascin 
R (restrictin. ianusinV tenascin XB 


3099 


18726 


NMJ)12645 


b, q, v f 
General, dd, 
oo, rr 




ESTs, Highly similar to A45840 MHC class I 
histocompatibility antigen RT-BM1 alpha 
chain - rat (fragment) [R.norvegicus], Homo 
sapiens, clone IMAGE:4694038, mRNA, 
partial cds, histocompatibility 2, T region 
locus 23 


3518 


18724 


NM„021585 


b, ss 




ESTs, Highly similar to A45840 MHC class I 
histocompatibility antigen RT-BM1 alpha 
chain - rat (fragment) [R.norvegicus], Homo 
sapiens, clone IMAGE:4694038, mRNA, 
partial cds, histocompatibility 2, T region 
locus 23 


1605 


11763 


AI045196 


tt 




ESTs, Highly similar to A47328 natural killer 
cell tumor-recognition protein [H.sapiens] 


41 ob 


-1*704 


NMJ33541 


WW 




ESTs, Highly similar to A56011 transcription 
factor NIC alpha chain - rat (R.norvegicus], 
to i s, iviooeratejy similar to addui i 
transcription factor IIIC alpha chain - rat 
[Rnorvegicus], ESTs, Weakly similar to 
A56011 transcription factor IIIC alpha chain - 
rat [Rnorvegicus], general transcription 
factor III C 1, general transcription factor 
IIIC, polypeptide 1 (alpha subunit, 220kD ) 
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Human Homologous Gene 
Name . ,* .,- 


Human Homologous Cluster Title 


1099 


24050 


AA957449 


V 




ESTs, Highly similar to A57286 probable 
serine/threonine protein kinase 
[M.musculus], ESTs, Highly similar to 
SNK_RAT Serine/threonine-protein kinase 
SNK (Serum Inducible kinase) 
[R.norvegicus], ESTs, Weakly similar to 
Mj / ^oo piuuauie oci ins/uirooninc protein 
kinase [M.musculus], ESTs, Weakly similar 
to SNKJRAT Serine/threonine-protein 
kinase SNK (Serum inducible kinase) 
[R.norvegicus], Homo sapiens cDNA 
FU30246 fis, clone BRACE2002202, 
weakly similar to SERINE/THREONINE- 
PROTEIN KINASE SNK (EC 2.7.1.-), NIMA 
(never in mitosis gene a)-related expressed 
kinase 1, serum-inducible kinase 


4214 


1530 


NMJ34397 


h,w 




ESTs, Highly similar to A59252 myosin 
heavy chain, nonmuscle, form HB 
[H.sapiens], ESTs, Weakly similar to 
neuronal thread protein [Homo sapiens] 
[H.sapiens], ESTs, Weakly similar to 
LORICRIN [N/Lmusculus], Homo sapiens 
mRNA; cDNA DKFZp434G227 (from clone 
DKF7n434G9271 Homo <;anipn«? rlnnp 
IMAGE:4111094, mRNA, partial cds, 
KIAA0638 protein, Mus musculus, Similar to 
hypothetical protein MGC2705, clone 
MGC:36471 IMAGB5359433, mRNA, 
complete cds, Mus musculus, clone 
MGC:32394 IMAGE:5037534, mRNA, 
complete cds, expressed sequence 
A1036317, expressed sequence AV253284, 
expressed sequence C77080, loricrin 
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SEQ 

ID 
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GLGC 
ID NO. 


GenBank 
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RefSeqID 
No. 


Model Code 


Human Homologous Gene 
Name v 


Human Homologous Cluster Title: 


4050 


6290 


NM.053795 


tt 




ESTs, Highly similar to ANK1 MOUSE 
ANKYRIN 1 [M.musculus], ESTs, Weakly 
similar to ANK1 MOUSE ANKYRIN 1 
[M.musculus], GAS2, Gasz, Homo sapiens 
cDNA FLJ25053 fis, clone CBL04266, Mus 
musculus ankyrin repeat domain-containing 
SOCS box protein Asb-1 6 mRNA, complete 
cds, Mus musculus, Similar to hypothetical 
protein DKFZp564O043, clone MGC:36949 
IMAGE:4946879, mRNA, complete cds, 
RIKEN cDNA 1110058D09 gene, RIKEN 
CDNA4933400N19 gene, hypothetical 
protein similar to ankyrin repeat-containing 
priotein AKR1, likely homolog of rat kinase 
D-interacting substance of 220 kDa, 
regulatory factor X-associated ankyrin- 
containing protein 


3640 


20681 


NM.022952 


u 




ESTs, Highly similar to AP1 9_HUMAN 
CLATHRIN COAT ASSEMBLY PROTEIN 
AP19 [H.sapiens], ESTs, Highly similar to 
clathrin-associated protein AP17 delta 
[H.sapiens], ESTs, Weakly similar to 
A2S1_MOUSE Clathrin coat assembly 
protein AP17 (Clathrin coat associated 
protein AP17) (Plasma membrane adaptor 
AP-2 17 kDa protein) (HA2 17 kDa subunit) 
(Clathrin assembly protein 2 small chain) 
[R.norvegicus]r Homo sapiens, clone 
MGC:17284 IMAGE:4340257, mRNA, 
complete cds, adaptor-related protein 
complex 2, sigma 1 subunit, expressed 


999 


22607 


AA945580 


b 




ESTs, Highly similar to ARG2_RAT 
Arginase II, mitochondrial precursor (Non- 
hepatic arginase) (Kidney-type arginase) 
[R.norvegicus], RIKEN cDNA 5033405N08 
gene, agmatine ureohydrolase 
(agmatinase), arginase type II, arginase, 
tvDe II 


3481 


17507 


NMJ)19299 


w 




ESTs, Highly similar to B Chain B, Peptide- 
In-Groove Interactions Link Target Proteins 
To The B-Propeller Of Clathrin 
[R.norvegicus], RIKEN cDNA 1700034F02 
gene, clathrin, heavy polypeptide (He), 
clathrin, heavy polypeptide-like 1, expressed 
sequence R74732 
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Human Homologous Cluster Title j 


2236 


6454 


AI175342 


P. kk 




ESTs, Highly similar to BIR6J1UMAN 
BACULOVIRAL IAP REPEAT-CONTAINING 
PROTEIN 6 (UBIQUITIN-CONJUGATING 
BIR-DOMAIN ENZYME APOLLON) 
[H.sapiens], baculoviral IAP repeat- 
containing 6 (apollon), hypothetical protein 
FU 13855, likely ortholog of mouse ubiquitin- 
coniuaartna enzvmfi E2-230K 


4440 


18924 


X58830 


9 




ESTs, Highly similar to BMHU6 bone 
morphogenetic protein 6 precursor 
[H.sapiens], ESTs, Moderately similar to 
S37618 vgr protein - rat (fragment) 
[R.norvegicus], bone morphogenetic protein 
5, bone morphogenetic protein 6, bone 
morphogenetic protein 7, bone 
morphogenetic protein 7 (osteogenic protein 
1 ), bone morphogenetic protein 8 

(natennamr. nrntein 9> 


1295 


21563 


AI007750 


gg. hh 




ESTs, Highly similar to C Chain C, Structure 
Of A Cbl-Ubch7 Complex: Ring Domain 
Function In Ubiquitin-Protein Ligases 
[H.sapiens], ESTs, Weakly similar to 
ubiquitin-conjugating enzyme E2D 2 [Rattus 
norvegicus] [Rnorvegicus], RIKEN cDNA 
1 70001 3N1 8 gene, ubiquitin-conjugating 
enzyme 8, ubiquitin-conjugating enzyme 
E2D 2, ubiquitin-conjugating enzyme E2L 3, 
ubiquitin-conjdgating enzyme E2L 6 


3988 


19199 


NMJ)53522 


u 




ESTs, Highly similar to Cdc42 From Human, 
Nmr, 20 Structures [H.sapiens], Mus i 
musculus mRNA for small GTPase Tc10, 
complete cds, cell division cycle 42 (GTP 
binding protein, 25kD), cell division cycle 42 
homolog (S. cerevisiae), ras homolog gene 
family, member J, ras-related C3 botulinum 
toxin substrate 1 (rho family, small GTP 

hinrfinn nrntein Ran1\ 


3988 


19200 


NMJ53522 


k, I, s, cc 




ESTs, Highly similar to Cdc42 From Human, 
Nmr, 20 Structures [H.sapiens], Mus 
musculus mRNA for small GTPase Tc10, 
complete cds, cell division cycle 42 (GTP 
binding protein, 25kD), cell division cycle 42 
homolog (S. cerevisiae), ras homolog gene 
family, member J, ras-related C3 botulinum 
toxin substrate 1 (rho family, small GTP 

hmrimn nrntpin Rar1\ 
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•'. V ■ - rv Sr. 


Human Homologous Gene 
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3988 


19205 


NM_053522 


cc, pp 




ESTs, Highly similar to Cdc42 From Human, 
Nmr, 20 Structures [H.sapiens], Mus 
musculus mRNA for small GTPase Tc10, 
complete cds, cell division cycle 42 (GTP 
binding protein, 25kD), cell division cycle 42 
homolog (S. cerevisiae), ras homolog gene 
family, nriember J, ras-related C3 botulinum 
toxin substrate 1 (rho family, small GTP 

hinriinn nmtein R*r/1\ ; 


3988 


19206 


NM_053522 


a, cc 




ESTs, Highly similar to Cdc42 From Human, 
Nmr, 20 Structures [H.sapiens], Mus 
musculus mRNA for small GTPase Tc10, 
complete cds, cell division cycle 42 (GTP 
binding protein, 25kD), cell division cycle 42 
homolog (S. cerevisiae), ras homolog gene 
family, member J, ras-related C3 botulinum 
toxin substrate 1 (rho family, small GTP 
hinriinn nrntein Rar/H 


2300 


23403 


AI176714 


bb 




ESTs, Highly similar to CHD1_HUMAN 
CHROMODOMAIN-HELICASE-DNA 
BINDING PROTEIN 1 [H.sapiens], ESTs, 
Weakly similar to CHD1 MOUSE 
CHROMODOMAIN-HELICASE-DNA- 
BINDING PROTEIN 1 [M.musculus], ESTs, 
Weakly similar to CHD1_HUMAN 
CHROMODOMAIN-HELICASE-DNA- 
BINDING PROTEIN 1 [H.sapiens], Mus 
musculus 13 days embryo head cDNA, 
RIKEN full-length enriched library, 
clone:31 1 001 0F1 3:helicase, lymphoid ' 
specific, full insert sequence, chromodomain 
helicase DNA binding protein 1 
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Human:Hpmologous Cluster Title 


3885 


20752 


NMJ)31763 


ii 




ESTs, Highly similar to CIA1 JHUMAN 
WD40-REPEAT CONTAINING PROTEIN 
CIA0 1 [H.sapiens], ESTs, Weakly similar to 
LIS1JHUMAN PLATELET-ACTIVATING 
FACTOR ACETYLHYDROLASE IB ALPHA 
SUBUNIT [H.sapiens], ESTs, Weakly similar 
to LIS1_MOUSE Platelet-activating factor 
acetylhydrolase IB alpha subunit (PAF 
acetylhydrolase 45 kDa subunit) (PAF-AH 
45 kDa subunit) (PAF-AH alpha) (PAFAH 
alpha) (Ussencephaly-1 protein) (LIS-1) 
[R.norvegicus], F-box and WD-40 domain 
protein 7 (archipelago homolog, 
Drosophila), Homo sapiens cDNA FU31861 
fis, clone NT2RP7001319, KIAA0007 
protein, MEP50 protein, Mus musculus F- 
box-WD40 repeat protein 6 (Fbxw6) mRNA, 
complete cds, Mus musculus, Similar to 
RIKEN cDNA 1 500041 N1 6 gene, clone 
MGC:12066 IMAGE:3708188, mRNA, 
complete cds, hypothetical protein 
FLJ11848, hypothetical protein similar to 
beta-transducin family, platelet-activating 
factor acetylhydrolase, isoform 1b, betal 
subunit, platelet-activating factor 
acetylhydrolase, isoform lb, alpha subunit 
(45kD) 
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SEQ 
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GefiBank 
Acc. or 
RefSeqlb 
No. 
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r v'y- : 


Human Homologous Gene 
Name * ./ 


Human Homologous Cluster Title 


3885 


20753 


NMJ)31763 


I, General, 
dd, pp 


'- 


ESTs, Highly similar to CIA1_HUMAN 
WD40-REPEAT CONTAINING PROTEIN 
CIA0 1 [H.sapiens], ESTs, Weakly similar to 
L1S1JHUMAN PLATELET-ACTIVATING 
FACTOR ACETYLHYDROLASE IB ALPHA 
SUBUNIT [H.sapiens], ESTs, Weakly similar 
to L1S1_M0USE Platelet-activating factor 
acetylhydrolase IB alpha subunit (PAF 
acetylhydrolase 45 kDa subunit) (PAF-AH 
45 kDa subunit) (PAF-AH alpha) (PAF AH 
alpha) (Lissencephaly-1 protein) (LIS-1) 
[R.norvegicus], F-box and WD-40 domain 
protein 7 (archipelago homolog, 
Drosophila), Homo sapiens cDNA FLJ31861 
fis, clone NT2RP7001319, KIAA0007 
protein, MEP50 protein, Mus musculus F- 
box-WD40 repeat protein 6 (Fbxw6) mRNA, 

uuuijjicuc Wio, tvlUo illUolAHUo, Ollilllal VJ 

RIKEN cDNA 1500041 N1 6 gene, clone 
MGC:12066 IMAGE:3708188, mRNA, 
uuiiipicic uuo, iiypouieucai proiein 
FU11848, hypothetical protein similar to 
beta-transducin family, platelet-activating 
factor acetylhydrolase, isoform 1b, betal 
subunit, platelet-activating factor 
acetylhydrolase, isoform lb, alpha subunit 
(45kD) 


4158 


18846 


NM_1 30755 


b, dd 




ESTs, Highly_similar to citrate synthase 
[H.sapiens], RIKEN cDNA 1700007H16 
gene, citrate synthase 


4194 


1164 


NMJ 33584 


9 


) ■ 


ESTs, Highly similar to CN5A RAT CGMP- 
SPECIFIC3\5'-CYCL!C 
PHOSPHODIESTERASE [R.norvegicus], 
ESTs, Weakly similar to 1617166A rod 
cGMP phosphodiesterase beta 
[M.musculus], ESTs, Weakly similar to 
CN5A_RAT CGMP-SPECIFIC 3\5'-CYCLIC 
PHOSPHODIESTERASE (CGB-PDE) 
(CGMP-BINDING CGMP-SPECIFIC 
PHOSPHODIESTERASE) [R.norvegicus], 
phosphodiesterase 11 A, phosphodiesterase 
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Human Homologous Gene 
Name 


Human Homologous Cluster Title ft ^ 
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RefSeqJD 
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3969 


12223 


NMJ)53370 


nn, qq 




ESTs, Highly similar to DDPJ-IUMAN X- 
LINKED DEAFNESS DYSTONIA PROTEIN 
[H.sapiens], ESTs, Moderately similar to 
JC7322 deafness dystonia peptide 1 - 
mouse [M.musculus], hypothetical protein 
MGC1 2262, translocase of inner 
mitochondrial membrane 8 homolog A 
(yeast), translocase of inner mitochondrial 
membrane 8 homolog a (yeast) 


33 


17613 


AA799511 


WW 




ESTs, Highly similar to DDRT helix- 
destabilizing protein - rat [R.norvegicus], 
ESTs, Highly similar to S12520 core protein 
A1 [H.sapiens], ESTs, Highly similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], ESTs, Moderately similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], ESTs, Weakly similar to 
ROA2 MOUSE HETEROGENEOUS 
NUCLEAR RIBONUCLEOPROTEINS A2/B1 
[M.musculus], Mus musculus, similar to 
heterogeneous nuclear ribonucleoprotein A3 
(H. sapiens), clone MGC:37309 
IMAGE:4975085, mRNA, complete cds, 
RIKEN cDNA 2610510D13 gene, RIKEN 
cDNA 3010025E17 gene, heterogeneous 
nuclear ribonucleoprotein A1, 
heterogeneous nuclear ribonucleoprotein 
A2/BT 
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269 


17614 


AA848306 


t, II, tt 




ESTs, Highly similar to.DDRT helix- 
destabilizing protein - rat [R.norvegicus], 
ESTs, Highly similar to S12520 core protein 
A1 [H.sapiens], ESTs, Highly similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], ESTs, Moderately similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], ESTs, Weakly similar to 
ROA2 MOUSE HETEROGENEOUS 
NUCLEAR RIBONUCLEOPROTEINS A2/B1 
[M.musculus], Mus musculus, similar to 
heterogeneous nuclear ribonucleoprotein A3 
(H. sapiens), clone MGC:37309 
IMAGE:4975085, mRNA, complete cds, 
RIKEN cDNA 2610510D13 gene, RIKEN 
cDNA 3010025E17 gene, heterogeneous 
nuclear ribonucleoprotein A1 f 
heterogeneous nuclear ribonucleoprotein 
A2/B1 


2134 


23966 


AI170442 


t, mm 




ESTs, Highly similar to DESTHUMAN 
DESTRIN [H.sapiens], Homo sapiens cDNA 
FLJ31388 fis, clone NT2NE1 000023, cofilin 
1, non-muscle, destrin, destrin (actin 
depolymerizing factor), destrin-2 
pseudogene, expressed sequence 
AW987265 


331 


14963 


AA851161 


ii 




ESTs, Highly similar to DYNCHUMAN 
DYNACTIN,_5JD KD ISOFORM [H.sapiens], 
dynactin 2 (p50) 


680 


16482 


AA892940 


X 




ESTs, Highly similar to EF2_RAT Elongation 
factor 2 (EF-2) [R.norvegicus], ESTs, 
Weakly similar to EF2_MOUSE Elongation 
factor 2 (EF-2) [M.musculus], U5 small 
nuclear ribonucleoprotein 116 kDa, 
eukafyotic translation elongation factor 2 


22 

£-£- 




AA799412 


V 




ESTs, Highly similar to ERR3JHUMAN 
ESTROGEN-RELATED RECEPTOR 

hAMMA fH c anion el Qcfmnon rolatar! 

vjfMviiviM [n.ocipieiibj, tJbuugcii feidieu 
receptor, alpha, estrogen-related receptor 
abha. estroaen-related receptor aamma 


2183 


6582 


AI171726 


bb 




ESTs, Highly similar to ERR3JHUMAN 
ESTROGEN-RELATED RECEPTOR 
GAMMA [H.sapiens], estrogen related 
receptor, alpha, estrogen-related receptor 
alpha, estroaen-related receDtor aamma 
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SEQ 

ID 
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Acc. or 
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No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 

• ' ' • • • • 'if;- 


3977 


2242 


NM.053433 


I 




ESTs, Highly similar to FM03_HUMAN . 
DIMETHYLANILINE MONOOXYGENASE 
[H.sapiens], ESTs, Weakly similar to 
FM03JHUMAN DIMETHYLANILINE 

\V\\JiH\J\JA>l UCINMOC [rl.odpicMoJ, IVIUb 

musculus flavin-containing monooxygenase 
4 mRNA, complete cds, flavin containing 
monooxygenase 2, flavin containing 
monooxygenase 3 f flavin containing 

mnnnnwnpnasfl R 


4199 


1546 


NMJ33595 


a, s, uu, w 




ESTs, Highly similar to GFRP RAT GTP 
CYCLOHYDROLASE 1 FEEDBACK 
REGULATORY PROTEIN [Rnorvegicus], 
GTP cydohydrolase 1 feedback regulatory \ 
protein 


2084 


17812 


AI169075 


uu 




ESTs, Highly similar to GT01.RAT 
Glutathione transferase omega 1 (GST0 1- 

1^ fall if athinno-Hononrlont 
i) ^VJlUldU MUMc-UcJJcil IUUIU 

dehydroascorbate reductase) 
[R.norvegicus], ESTs, Weakly similar to 
GTXHJ-IUMAN GLUTATHIONE-S- 
TRANSFERASE HOMOLO [H.sapiens], 
KIKEN CDNA 1700020F09 gene, 
glutathione S-transferase omega 1, 
glutathione transferase zeta 1 
(maleylacetoacetate isomerase), glutathione 
S-transferase like; glutathione transferase 


1368 


15644 


AI010256 


a, d, n, kk 




ESTs, Highly similar to H33JHUMAN 
HISTONE H3.3 [H.sapiens], H3 histone, 
family 3A, H3 histone, family 3B, H3 histone, 
family 3B (H3.3B), RIKEN cDNA 
1810027010 npnp 


2013 


24212 


AI136747 


c 




ESTs, Highly similar to H33_HUMAN 
HISTONE H3.3 [H.sapiens], H3 histone, 
family 3A, H3 histone, family 3B, H3 histone, 
family 3B (H3.3B), RIKEN cDNA 
1810027010 aene 


2101 


24213 


AI1 69289 


c 




ESTs, Highly similar to H33J-IUMAN 
HISTONE H3.3 [H.sapiens], H3 histone, 
family 3A, H3 histone, family 3B, H3 histone, 
family 3B (H3.3B), RIKEN cDNA 
1810027010 aene 


2251 


24214 


AI1 75794 


s 




ESTs, Highly similar to H33JHUMAN 
HISTONE H3.3 [H.sapiens], H3 histone, 
family 3A, H3 histone, family 3B, H3 histone, 
family 3B (H3.3B), RIKEN cDNA 
181 0027010 aene 
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4098 


15642 


NM_053985 


d, r, kk, rr 




ESTs, Highly similar to H33_HUMAN 
HISTONE H3.3 [H.sapiens], H3 histone, 
family 3A t H3 histone, family 3B, H3 histone, 
family 3B (H3.3B), RIKEN cDNA 
1810027010 aene 


4098 


15645 


NM.053985 


n, rr 


- 


ESTs, Highly similar to H33_HUMAN 
HISTONE H3.3 [H.sapiens], H3 histone, 
family 3A, H3 histone, family 3B t H3 histone, 
family 3B (H3.3B), RIKEN cDNA 
1810027010 aene 


390 


19105 


AA859230 


v,x 




ESTs, Highly similar to HG14_HUMAN 
NONHISTONE CHROMOSOMAL PROTEIN 
HMG-1 [H.sapiens], ESTs, Highly similar to 
HG17_RAT NONHISTONE 
CHROMOSOMAL PROTEIN HMG-17 
[R.norvegicus], ESTs, Weakly similar to 
HG17_RAT NONHISTONE 
CHROMOSOMAL PROTEIN HMG-17 
[R.norvegicus], high mobility group 
nucleosomal binding domain 2, high-mobility 
group (nonhistone chromosomal) protein 17, 
thyroid hormone receptor interactor 7 


3421 


24428 


NM.017356 


nn 




ESTs, Highly similar to HIPP_HUMAN 
Neuron specific calcium-binding protein 
hippocalcin (P23K) (Calcium-binding protein 
BDR-2) [R.norvegicus], ESTs, Moderately 
similar to VIS3 MOUSE VISININ-LIKE 
PROTEIN 3 [M.musculus], Mus musculus, 
clone MGC:21424 IMAGE:4500919, mRNA, 
complete cds, expressed sequence 
AI848120, guanylate cyclase activator 1A 
(retina), guanylate cyclase activator 1B 
(retina), guanylate cyclase activator 1C, 
guanylate cyclase activator 1a (retina), 
hippocalcin-like 1, hypothetical protein 
FLJ1 1767, neurocalcin delta 
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ID NO. 
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Human Homologous Gene : 
Name • ; - 


Human Homologous Clusterjitle 


2740 


13911 


AI236262 


WW 




ESTs, Highly similar to HMG1_HUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], ESTs, Moderately similar to 
HMG1 MOUSE HIGH MOBILITY GROUP 
PROTEIN HMG1 [M.musculus], ESTs, 
Moderately similar to high mobility group 
protein homolog HMG4 [M.musculus], 
to i s, weaKiy similar to nMo inhuman 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], High mobility group 1, Mus 
musculus thymus high mobility group box 
protein TOX (Tox) mRNA, complete cds, 
RIKEN cDNA 4932431P20 gene, high 
mobility group box 1, high mobility group 
box 3, high-mobility group (nonhistone 
chromosomal) protein 1, high-mobility group 
(nonhistone chromosomal) protein 4 


3191 


19106 


NM_012963 


ss 




ESTs, Highly similar to HMG1_HUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], ESTs, Moderately similar to 
HMG1 MOUSE HIGH MOBILITY GROUP 
PROTEIN HMG1 [M.musculus], ESTs, 
Moderately similar to high mobility group 

nmtAin hnrnnlnn HMftM Itdl miiQfiilncI 
jjiuidii nuniuiuy i iivivjh [ivi.i i iuolajiuoj, 

ESTs, Weakly similar to HMG1JHUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], RIKEN cDNA 4932431 P20 
gene, Rattus~norvegicus epidermal 
Langerhans cell protein LCP1 mRNA, 
complete cds, high mobility group 20A, high 
mobility group box 1 , high-mobility group 
(nonhistone chromosomal) protein 1, high- 
mobility group 20A 
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Human Homologous Cluster Title . 


3191 


19107 


NM_012963 


cc 




ESTs, Highly similar to HMG1JHUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], ESTs, Moderately similar to 
HMG1 MOUSE HIGH MOBILITY GROUP 
PROTEIN HMG1 [M.musculus], ESTs, 
Moderately similar to high mobility group 
protein homolog HMG4 [M.musculus], 
ESTs, Weakly similar to HMG1 HUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 . 
[H.sapiens], RIKEN cDNA 4932431 P20 
gene, Rattus norvegicus epidermal 
Langerhans cell protein LCP1 mRNA, 
complete cds, high mobility group 20A, high 
mobility group box 1, high-mobility group 
(nonhistone chromosomal) protein 1, high- 
mobility group 20A 


3191 


19108 


NM_012963 


ii 




ESTs, Highly similar to HMG1JHUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], ESTs, Moderately similar to 
HMG1 MOUSE HIGH MOBILITY GROUP 
PROTEIN HMG1 [M.musculus], ESTs, 
Moderately similar to high mobility group 
protein homolog HMG4 [M.musculus], 
ESTs, Weakly similar to HMG1JHUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], RIKEN cDNA 4932431 P20 
gene, Rattus norvegicus epidermal 
Langerhans cell protein LCP1 mRNA, 
complete cds, high mobility group 20A, high 
mobility group box 1, high-mobility group 
(nonhistone chromosomal) protein 1, high- 
mobility group 20A 
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Human Homologous Cluster Title £ 


3191 


19109 


NM.012963 


ee 




ESTs, Highly similar to HMG1_HUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], ESTs, Moderately similar to 
HMG1 MOUSE HIGH MOBILITY GROUP 
PROTEIN HMG1 [M.musculus], ESTs, 
Moderately similar to high mobility group 
protein homolog HMG4 [M.musculus], 
ESTs, Weakly similar to HMG1_HUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], RIKEN cDNA 4932431 P20 
gene, Rattus norvegicus epidermal 
Langerhans cell protein LCP1 mRNA, 
complete cds, high mobility group 20A, high 
mobility group box 1, high-mobility group 
(nonhistone chromosomal) protein 1, high- 
mobility group 20A 


3191 

\ 


19110 


NMJJ12963 


jj 




ESTs, Highly similar to HMG1_HUMAN . 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], ESTs, Moderately similar to 
HMG1 MOUSE HIGH MOBILITY GROUP 
PROTEIN HMG1 [M.musculus], ESTs, 
Moderately similar to high mobility group 
protein homolog HMG4 [M.musculus], 
ESTs, Weakly similar to HMG1_HUMAN 
HIGH MOBILITY GROUP PROTEIN HMG1 
[H.sapiens], RIKEN cDNA 4932431 P20 
gene, Rattus norvegicus epidermal 
Langerhanscell protein LCP1 mRNA, 
complete cds, high mobility group 20A, high 
mobility group box 1, high-mobility group 
(nonhistone chromosomal) protein 1, high- 
mobility group 20A 


lOOl 


loo4y 


AM 01926 


q 




ESTs, Highly similar to HS9B_RAT Heat 
shock protein HSP 90-beta (HSP 84) 
[R.norvegicus], ESTs, Highly similar to 
T46243 hypothetical protein 
DKFZp761 K051 1 .1 [H.sapiens], RIKEN 
cDNA 1810014B01 gene, expressed ! 
sequence C81438, heat shock 90kD protein 
1 , beta, heat shock protein, 84 kDa 1 , tumor 
rejection antigen (gp96) 1, tumor rejection 

antinon nnQft 
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Name 


Human Homologous Cluster Title . ; 


2630 


18650 




q, ll, I! 




ESTs, Highly similar to HS9B.RAT Heat 
shock protein HSP 90-beta (HSP 84) 
[R.norvegicus], ESTs, Highly similar to 
T46243 hypothetical protein 
DKFZp761K051 1.1 [H.sapiens], RIKEN 
cDNA 1810014B01 gene, expressed 
sequence C81438, heat shock 90kD protein 
1 , beta, heat shock protein, 84 kDa 1 , tumor 
rejection- antigen (gp96) 1, tumor rejection 

anfinAn nnQfi 


4338 


18647 




q,dd 




ESTs, Highly similar to HS9B„RAT Heat 
shock protein HSP 90-beta (HSP 84) 
[R.norvegicus], ESTs, Highly similar to 
T46243 hypothetical protein 
DKFZp761K0511.1 [H.sapiens], RIKEN 
cDNA 1 81 0014B01 gene, expressed 
sequence C81438, heat shock 90kD protein 
1, beta } heat shock protein, 84 kDa 1, tumor 
rejection antigen (gp96) 1, tumor rejection 

antinpn nnPR 


1338 


19092 


AI009501 


h, w 




ESTs, Highly similar to Human Translation 
Initiation Factor Eif1, Nmr, 29 Structures 
[H.sapiens], putative translation initiation 
factor, suppressor of initiator codon 
mutations, related sequence 1 (S y 
cerevisiae^ 


349 


21489 


AA851443 


e. 




ESTs, Highly similar to I49523 Mouse 
primary response gene B94 mRNA, 3'end - 
mouse [M.musculus], RIKEN cDNA 
1600013K19 gene, similar to S. cerevisiae 
Sec6p and R. norvegicus rsec6, tumor 
necrosis factor. alDha-induced Drotein 2 


1633 


21490 


AI045764 


jj 




ESTs, Highly similar to I49523 Mouse 
primary response gene B94 mRNA, 3'end - 
mouse ttvi.muscuius], RIKEN cDNA 
1600013K19 gene, similar to S. cerevisiae 
Sec6p and R. norvegicus rsec6, tumor 
necrosis factor, aloha-induced protein 2 


43/1 


21488 


U32575 


e, xx 




ESTs, Highly similar to I49523 Mouse 
primary response gene B94 mRNA, 3'end - 
mouse [M.musculus], RIKEN cDNA 
1600013K19 gene, similar to S. cerevisiae 
Sec6p and R. norvegicus rsec6, tumor 
necrosis factor, alpha-induced protein 2__ 
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2636 


12873 


AI232984 


tt 




ESTs, Highly similar to 149636 DNA-binding 
protein - mouse [M.musculus], ESTs, Highly 
similar to OZFJHUMAN ZINC FINGER 
PROTEIN OZF [H.sapiens], ESTs, 
Moderately similar to 149636 DNA-binding 
protein - mouse [M.musculus], ESTs, 
Weakly similar to 138616 zinc finger protein 
ZNF139 [H.sapiens], ESTs, Weakly similar 
to OZF_HUMAN ZINC FINGER PROTEIN 
OZF [H.sapiens], Mus musculus, Similar to 
zinc finger protein 97, clone MGC:6111 
IMAGE:3494875, mRNA, complete cds, 
Pancreas zinc finger protein, see also 
D1Bda10\2, zinc finger protein 260, zinc 
finger protein 63, zinc finger protein 97 


4055 


19827 


NMJ353806 


oo 




ESTs, Highly similar to I49636 DNA-binding 
protein - mouse [M.musculus], ESTs, Highly 
similar to OZFJHUMAN ZINC FINGER 
PROTEIN OZF [H.sapiens], ESTs, 
Moderately similar to I49636 DNA-binding 
protein - mouse [M.musculus], ESTs, 
Weakly similar to OZFJHUMAN ZINC 
FINGER PROTEIN OZF [H.sapiens], ESTs, 
Weakly similar to Z177_HUMAN ZINC 
FINGER PROTEIN 177 [H.sapiens], Homo 
sapiens mRNA; cDNA DKFZp547C1 46 . 
(from clone DKFZp547C146), Mus 
musculus, Similar to zinc finger protein 97, 
clone MGC:6111 IMAGE:3494875, mRNA, 
complete cds, Pancreas zinc finger protein, 
see also D1Bda10\2, zinc finger protein 177, 
zinc finger protein 260, zinc finger protein 
63, zinc finger protein 97 
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Human Homologous Gene 
Name 


Human Homologous Cluster Title ; f 

■ •' ■ " * •*'...> • 


1/33 


26184 


AI070784 


m 




ESTs, Highly similar to 149636 DNA-binding 
protein - mouse [M.tnusculus], ESTs, Highly 
similar to OZF_HUMAN ZINC FINGER 
PROTEIN OZF [H.sapiens], ESTs, 
Moderately similar to 149636 DNA-binding 
protein - mouse [M.musculus], ESTs, 
Weakly similar to OZFJHUMAN ZINC 
niNbtK protein OZF [H.sapiens], Mus 
musculus, Similar to zinc finger protein 97, 
clone MGC:61 11 IMAGE:3494875, mRNA, 
complete cds, Pancreas zinc finger protein, 
see also D1Bda10\2, zinc finger protein 136 
(clone pHZ-20), zinc finger protein 260, zinc 
finger protein 63, zinc finger protein 97 


3831 


67 


NM_031605 


cc . 




ESTs, Highly similar to 165981 fatty acid 
omega-hydroxylase [H.sapiens], Homo 
sapiens, Similar to cytochrome P450, 
subfamily I VA, polypeptide 1 1 , clone 
MGC:22151 IMAG&4072062, mRNA, 
complete cds, Mus musculus, Similar to 
cytocnrome r4ou, 4a iu, clone MGC:18ooO 
IMAGE:4237837, mRNA, complete cds, 
Mus musculus, Similar to cytochrome P450, 
4a10, clone MGC:25972 IMAGE:4240359, 
mRNA, complete cds, RIKEN cDNA 
A230105L22 gene, cytochrome P450, 4a10, 
expressed sequence AI314743 


1048 


23584 


AA955071 


ff 




ESTs. Hiahlv similar to 167428 retinoir and 
receptor homolog - rat (fragment) 
[R.norvegicus], retinoid X receptor gamma, 
retinoid X receptor, aamma 


1260 


19649 


AF016387 


PP 




ESTs Hiahlv similar to IR7498 rptinnir aHrl 
receptor homolog - rat (fragment) 
[Rnorvegicus], retinoid X receptor gamma, 
retinoid X receptor, aamma 


1260 


19650 


AF016387 


s 




ESTs, Highly similar to 167428 retinoic acid 
receptor homolog - rat (fragment) 
[R.norvegicus], retinoid X receptor gamma, 
retinoid X receptor, aamma 


4093 


1764 


NM.053974 


ff.pp 




ESTs, Highly similar to IF4EJ-IUMAN 
EUKARYOTIC TRANSLATION INITIATION 
FACTOR 4E [H.sapiens], RIKEN cDNA 
1 30001 8P11 gene, RIKEN cDNA 
2700069E09 gene, eukaryotic translation 
initiation factor 4E, eukaryotic translation 
initiation fartnr 4F-lite 3 
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No. :■■ 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 

r « * v : | , . ; l • 


2114 


21660 


AI169751 


b t dd 




ESTs, Highly similar to IFM3JHUMAN 
INTERFERON-INDUCED 
TRANSMEMBRANE PROTEIN 3 
[H.sapiens], ESTs, Highly similar to S17182 
interferon-induced protein 1-8U [H.sapiens], 
RIKEN cDNA 1 110004C05 gene, interferon 
induced transmembrane protein 1 (9-27), 
interferon induced transmembrane protein 3 
M-ftin 


2281 


21661 


AI176479 


y, nn 




ESTs, Highly similar to IFM3_HUMAN 
INTERFERON-INDUCED 
TRANSMEMBRANE PROTEIN 3 
[H.sapiens], ESTs, Highly similar to S17182 
interferon-induced protein 1-8U [Rsapiens], 
RIKEN cDNA 1 1 10004C05 gene, interferon 
induced transmembrane protein 1 (9-27), 
interferon induced transmembrane protein 3 
fuun 


4444 


21657 


X61381 


b, x, 

General, bb, 
dd, II, nn, qq 




ESTs, Highly similar to IFM3JWMAN 
INTERFERON-INDUCED 
TRANSMEMBRANE PROTEIN 3 
[H.sapiens], ESTs, Highly similar to S17182 
interferon-induced protein 1-8U [H.sapiens], 
RIKEN cDNA 1110004C05 gene, interferon 
induced transmembrane protein 1 (9-27), 
interferon induced transmembrane protein 3 


3297 


80 


NM_017021 


cc 




ESTs, Highly similar to IL9R MOUSE 
INTERLEUK1N-9 RECEPTOR 
PRECURSOR [M.musculus], interleukin 9 
receptor 


2839 


25942 


AI639291 


cc 




ESTs, Highly similar to ITA8_HUMAN 
INTEGRIN ALPHA-8 [H.sapiens], integrin, 
alpha 8, integrin, alpha 9 


2400 


4587 


AM 79092 


ff 




ESTs, Highly similar to JC2120 heparin- 
binding protein 15 [H.sapiens], Homo j 
sapiens mRNA; cDNA DKFZp586E0524 
(from clone DKFZD586E0524) 
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Human Homologous Cluster Title - ; 


2210 


2140 . 


AI172272 


gg, hh 




ESTs, Highly similar to JC4577 transcription 
elongation factor T1 [Ksapiens], ESTs, 
Highly similar to Transcriptional Elongation 
Factor Sii [H.sapiens], ESTs, Weakly similar 
to JC5430 transcription elongation factor S- 
II-T1 , testis-specific - mouse [M.musculus], 
Homo sapiens cDNA: FLJ23371 fis, done 
HEP16068, highly similar to HSTFIISH 
Homo sapiens mRN A for transcription 
elongation factor TFIIS, PHD finger protein 
3, transcription elongation factor A (SII), 3 


3407 


18142 




r 




ESTs, Highly similar to JE0190 polyubiquitin 
unit [H.sapiens], ESTs, Highly similar to 
UQHUC polyubiquitin 9 [H.sapiens], Homo 
sapiens, Similar to orosomucoid 1, clone 
MGC:24263 IMAGE:3934516, mRNA, 
complete cds, expressed sequence 
AL033289, ubiquitin B, ubiquitin C 


4255 


3015 


f\IM 1?ftftQR 

INIVI_ lOOO iJU 


h, w 




to is, Highly similar to Jtuiyo polyubiquitin 
unit [H.sapiens], ESTs, Highly similar to 
UQHUC polyubiquitin 9 [H.sapiens], Homo 
sapiens, Similar to orosomucoid 1, clone 
MGC:24263 JMAG&3934516, mRNA, 
complete cds, expressed sequence 
AL033289, ubiquitin B, ubiquitin C 


2468 


12413 


AI227953 


t mm 




ESTs, Highly_similar to K6A1_RAT 
Ribosomal protein S6 kinase alpha 1 (S6K- 
alpha 1) (90 kDa ribosoma! protein S6 

Ml Idoc 1 ) ^pyirT\Oi\ 1 ) yrvlUOoOl I Idl OO 

kinase 1) (RSK-1) (pp90RSK1) 
[R.norvegicus], Mus musculus, clone 
IMAGE:31 56601, mRNA, S6 protein kinase 
(Rsk-1), ribonuclease P1, ribosomal protein 
S6 kinase polypeptide 1, ribosomal protein 
S6 kinase, 90kD, polypeptide 1 
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No. 
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Human Homologous Gene 
Name / 


Human Homologous Cluster Title 


327 


2847 


AA850919 


cc 




ESTs, Highly similar to LB4DJ-IUMAN 
NADP-DEPEtslDENT LEUKOTRIENE B4 12- 
HYDROXYDEHYDROGENASE [H.sapiens], 
ESTs, Weakly similar to LB4DJ-IUMAN 
NADP-DEPENDENT LEUKOTRIENE B4 12- 
HYDROXYDEHYDROGENASE [H.sapiens], 
Homo sapiens, clone IMAGE4793702, 
mRNA, Mus musculus, done MGC:32469 
IMAGE:5050433, mRNA, complete cds, 
crystallin, zeta, fatty acid synthase, quinone 
oxidoreductase homolog 


521 


2846 


AA875639 


bb, II, rr 


• 


ESTs, Highly similar to LB4DJHUMAN 
NADP-DEPENDENT LEUKOTRIENE B4 12- 
HYDROXYDEHYDROGENASE [H.sapiens], 
ESTs, Weakly similar to LB4DJ-IUMAN 
NADP-DEPENDENT LEUKOTRIENE B4 12- 
HYDROXYDEHYDROGENASE [H.sapiens], 
Homo sapiens, clone IMAGE:4793702, 
mRNA, Mus musculus, clone MGC:32469 
IMAGE:5050433, mRNA, complete cds, 
crystallin, zeta, fatty acid synthase, quinone 
oxidoreductase homolog 


4247 


891 


NMJ 38863 


x, bb 




ESTs, Highly similar to LB4DJHUMAN 
NADP-DEPENDENT LEUKOTRIENE B4 12- 
HYDROXYDEHYDROGENASE [H.sapiens], 
ESTs, Weakly similar to LB4DJHUMAN 
NADP-DEPENDENT LEUKOTRIENE B4 12- 
HYDROXYDEHYDROGENASE [H.sapiens], 
Homo sapiens, clone IMAGE:4793702, 
mRNA, Mus musculus, Similar to vesicle 
amine transport protein 1, clone 
MGC:38107 IMAGE:5320239, mRNA, 
complete cds, RIKEN cDNA 2510002C21 
gene, nuclear receptor binding factor 1 , 
vesicle amine transport protein 1 
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SEQ 
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NO. 
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GenBahk 
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RefSeqID 
No. 
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:•' ; : r'" •'; . . ;: ,i 


Human Homologous Gerie 
Name 


Human Homologous Cluster Title 


3267 


1258 


NM.013185 


0 




ESTs, Highly similar to LCK MOUSE 
PROTO-ONCOGENE TYROSINE- 
PROTEIN KINASE LCK [M.musculus], 
RIKEN cDNA 8430404F20 gene, 
hemopoietic cell kinase, lymphocyte protein 
tyrosine kinase, lymphocyte-specific protein 
tyrosine kinase, src-related kinase lacking C- 
terminal regulatory tyrosine and N-termina! 

mvristvlaHnn sifps 


3258 


3465 


NML0131B0 


WW 




ESTs, Highly similar to MXILRAT MAX 
interacting protein 1 (MXI1 protein) 
[R.norvegicus], ESTs, Weakly similar to 
MXMRAT MAX interacting protein 1 (MXI1 
protein) [R.norvegicus], MAXdimerization 
protein, MAX interacting protein 1, Max 
interactino Drotein 1 


3270 


1969 


NMJD13194 


k,t mm 




ESTs, Highly similar to MYH9JRAT Myosin 
heavy chain, nonmusde type A (Cellular 
myosin heavy chain, type A) (Nonmusde 
myosin heavy chain-A) (NMMHC-A) 
[R.norvegicus], ESTs, Highly similar to 
MYHAJWOUSE Myosin heavy chain, 
nonmusde type B (Cellular myosin heavy 
chain.-type B) (Nonmusde myosin heavy 
chain-B) (NMMHC-B) [M.musculus], ESTs, 
Weakly similar to MYH9_RAT Myosin heavy 
chain, nonmusde type A (Cellular myosin 
heavy chain, type A) (Nonmusde myosin 
heavy chain^A) (NMMHC-A) [R.norvegicus], 
ESTs, Weakly similar to MYHA_MOUSE 
Myosin heavy chain, nonmusde type B 
(Cellular myosin heavy chain, type B) 
(Nonmusde myosin heavy chain-B) 
(NMMHC-B) [M.muscu!us], RIKEN cDNA 
2400004E04 gene, RIKEN cDNA 
5730504C04 gene, TGFB1-induced anti- 
apoptotic factor 1, myosin heavy chain IX, 
myosin, heavy polypeptide 9, non-musde, 
protein tyrosine phosphatase, receptor-type, 
F interacting protein, bin.img protein 2 
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GenBarik ^ 
Acc.br 
RefSeq ID 
No. 
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Human Homologous Gene 
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3270 


1970 


NMJ513194 


t, mm 




ESTs, Highly similar to MYH9_RAT Myosin 
heavy chain, nonmusde type A (Cellular 
myosin heavy chain, type A) (Nonmusde 
myosin heavy chain-A) (NMMHC-A) 
[R.norvegicusJ, ESTs, Highly similar to 
MYHAJWOUSE Myosin heavy chain* 
nonmusde type B (Cellular myosin heavy 
chain, type B) (Nonmusde myosin heavy 
chain-B) (NMMHOB) [M.musculus], ESTs, 
Weakly similar to MYH9_RAT Myosin heavy 
chain, nonmusde type A (Cellular myosin 
heavy chain, type A) (Nonmusde myosin 
heavy chain-A) (NMMHC-A) [R.norvegicus], 
ESTs, Weakly similar to MYHA_MOUSE 
Myosin heavy chain, nonmusde type B 
(Cellular myosin heavy chain, type B) 
(Nonmusde myosin heavy chain-B) 
(NMMHC-B) [M.musculus], RIKEN cDNA 
2400004E04 gene, RIKEN cDNA 
5730504C04 gene, TGFB1 -induced anti- 
apoptotic factor 1 , myosin heavy chain IX, 
myosin, heavy polypeptide 9, non-musde, 
protein tyrosine phosphatase, receptor-type, 
F interacting protein, binding protein 2 
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No. 
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Name : 
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4254 


5655 


NM J 38885 


f,q,ff 




ESTs, Highly similar to MYHAJVIOUSE 
Myosin heavy chain, nonmuscle type B 
(Cellular myosin heavy chain, type B) 
(Nonmuscle myosin heavy chain-B) 
(NMMHC-B) [M.musculus], ESTs, Weakly 
similar to JC5837 364K Golgi complex- 
associated protein - rat [R.norvegicus], 
ESTs, Weakly similar to MYHAJVIOUSE 
Myosin heavy chain, nonmuscle type B 
(Cellular myosin heavy chain, type B) . 
(Nonmuscle myosin heavy chain-B) 
(NMMHC-B) [M.musculus], ESTs, Weakly 
similar to T42722 male-enhanced antigen-2 
mouse TM musculusl RB1-indurihIp milpri- 
coil 1, RIKEN cDNA 2400004E04 gene, 
RIKEN cDNA4930428L02gene, RIKEN 
cDNA 5730504C04 gene, coiled-coil protein 
BICD2, expressed sequence AL022610, 
expressed sequence AU042952, golgi 
autoantigen, golgin subfamily b, 
macrogolgin (with transmembrane signal), 
t, hypothetical protein FU13031, myosin 
heavy chain IX, similar to rat myomegalin 


4254 


5656 


NMJ38885 






ESTs, Highly similar to MYHAJVIOUSE 
Myosin heavy chain, nonmuscle type B 
(Cellular myosin heavy chain, type B) 
(Nonmuscle myosin heavy chain-B) 
(NMMHC-B) {M.musculus], ESTs, Weakly 
similar to JC5837 364K Golgi complex- 
associated protein - rat [R.norvegicus], 
ESTs, Weakly similar to MYHAJVIOUSE 
Myosin heavy chain, nonmuscle type B 
(Cellular myosin heavy chain, type B) 
(Nonmuscle myosin heavy chain-B) 
(NMMHCrB) [M.musculus], ESTs, Weakly 
similar to T42722 male-enhanced antigen-2 ■ 
mouse (M.musculus], RB1-inducibie coiled- 
coil 1, RIKEN cDNA 2400004E04 gene, 
RIKEN cDNA4930428L02gene, RIKEN 
cDNA 5730504C04 gene, coiled-coil protein 
BICD2, expressed sequence AL022610, 
expressed sequence AU042952, golgi 
autoantigen, golgin subfamily b, 
macrogolgin (with transmembrane signal), 
1, hypothetical protein FLJ13031, myosin 
heavy chain IX, similar to rat myomegalin 
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Human Homologous Cluster Title 


3823 


18005 


NM_031588 


J 


i 


ESTs, Highly similar to NRG2J/IOUSE PRO 
NEUREGULIN-2 PRECURSOR (PRO- 
NRG2) [CONTAINS: NEUREGULIN-2 (NRG 
2) (DIVERGENT OF NEUREGULIN 1) 
(DON-1)] [M.musculus], ESTs, Weakly 
similar to NRG2JWOUSE PRO- 
NEUREGULIN-2 PRECURSOR (PRO- 
NRG2) [CONTAINS: NEUREGULIN-2 (NRG 
2) (DIVERGENT OF NEUREGULIN 1) 
(DON-1)] [M.musculus], neuregulin 1 


3823 


18011 


NMJ)31588 


dd 




ESTs, Highly similar to NRG2_MOUSE PRO 
NEUREGULIN-2 PRECURSOR (PRO- 
NRG2) [CONTAINS: NEUREGULIN-2 (NRG 
2) (DIVERGENT OF NEUREGULIN 1) 
(DON-1)] [M.musculus], ESTs, Weakly 
similar to NRG2_MOUSE PRO- 
NEUREGULIN-2 PRECURSOR (PRO- 
NRG2) [CONTAINS: NEUREGULIN-2 (NRG 
2) (DIVERGENT OF NEUREGULIN 1) 
(DON-1)] [M.musculus], neuregulin 1 


3939 


19148 


NM_033096 


00 




ESTs, Highly similar to P2CBJ-WMAN 
PROTEIN PHOSPHATASE 2C BETA 
ISOFORM [H.sapiens], ESTs, Weakly 
similar to P2CB.HUMAN PROTEIN 
PHOSPHATASE 2C BETA ISOFORM 
[H.sapiens], Homo sapiens cDNA FLJ30553 
fis, clone BRAWH2003689, highly similar to 
Mus musculus clone rnouse1-9 putative 
protein phosphatase type 2C mRNA, protein 
phosphatase 1 B (formerly 2C), magnesium- 
dependent, beta isoform, protein 
phosphatase 1 B, magnesium dependent, 

hota icnfArm 


4099 


18025 


NMJ)53989 


w 




ESTs, Highly similar to PAB1JHUMAN 
POLYADENYLATE-BINDING PROTEIN 1 
[H.sapiens], RIKEN CDNA2810411E22 
gene, RIKEN cDNA 4432411E13 gene, 
RIKEN CDNA4930431E10 aene 


3746 


12639 


NM_031099 


I, General, 
ee, II 




ESTs, Highly similar to PC4210 ribosomal 
protein L5 [H.sapiens], ribosomal protein L5 
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3568 


1141 


NMJ)22401 


f, n, r, z 




ESTs, Highly similar to PLE1.MOUSE 
PLECTIN 1 (PLTN) (PCN) [M.musculus], 

F5^T<? WppHv similar tn nlonttn fP affile 

norvegicus] [R.norvegicus], KIAA1009 
protein, Mus musculus, clone 
IMAGE:41 88338, mRNA, partial cds, 
desmoplakin (DP), DPII), expressed 
sequence AA407888, plectin 1 , intermediate 
filament binding protein, 500kD 


949 


22017 


AA944209 


d 




ESTs, Highly similar to PROTO- 
ONCOGENE SERINEmiREONINE- 
PROTEIN KINASE PIM-1 [M.musculus], 
PAS domain containing serine/threonine 
kinase 


4417 


18541 


X14671 


h, gg, hh 




ESTs Hinhlv similar tn Rl 9fi Ml IMAM £HQ 

RIBOSOMAL PROTEIN L26 [H.sapiens], 
ESTs, Highly similar to 833713 ribosomal 
protein L26, cytosolic [H.sapiens], ESTs, 
Moderately similar to RL26_HUMAN 60S 
RIBOSOMAL PROTEIN L26 [H.sapiens], 
ribosomal protein L26, ribosomal protein 
L26-like 1 


3280 


815 


NM_013224 


h f I, II, oo 




ESTs, Highly similar to RS26 J-IUMAN 40S 
RIBOSOMAL PROTEIN S26 [H.sapiens], 
Homo sapiens, clone IMAGE:4 100953, 
mRNA, polymerase (RNA) II (DNA directed) 
polypeptide D, ribosomal protein S26 


1647 


10533 


AI058430 


qq 




ESTs, Highly similar to S03700 nonhistone 
chromosomal protein HMG-17 [H.sapiens], 
ESTs, Weakly similar to HG17_RAT 
NONHISTONE CHROMOSOMAL PROTEIN 
HMG-17 [R.norvegicus], high mobility group 
nucleosomal binding domain 2, high mobility 
group nucleosomal binding domain 3, high- 
mobility group (nonhistone chromosomal) 
protein 14, high-mobility group (nonhistone 
chromosomal) protein 17, thyroid hormone 

rPPPnfnr inforanfnr 7 
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90 


15011 


AA799893 


I, s, z, kk, nn 




ESTs, Highly similar to S12520 core protein 
A1 [H.sapiens], ESTs, Highly similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], ESTs, Moderately similar to 
heterogeneous ribonuclear particle protein 
A1 [H.sapiens], Mus musculus, Similar to 
TAR DNA binding protein, clone 
MGC:19284 IMAGE:4016437, mRNA, 
complete cds, RIKEN cDNA 2610510D13 
gene, RIKEN cDNA 4930547K05 gene, 
heterogeneous nuclear ribonucleoprotein 
A1, heterogeneous nuclear 
ribonucleoprotein A3 


1742 


11596 


AI071194 


PP 




ESTs, Highly similar to S16506 hypothetical 
protein [H.sapiens], ESTs, Weakly similar to 
S16506 hypothetical protein [H.sapiens], 
Homo sapiens, similar to putative, clone 
MGC:22793 IMAGE :4773899, mRNA, 
complete cds, hypothetical protein 
FLJ12748 


2508 


11527 


AI229307 


rr, uu 




ESTs, Highly similar to S27958 transcription 
factor BTF2 62K chain [H.sapiens], general 
transcription factor IIH, polypeptide 1 (62kD 
subunitt 


292T 


3815 


H31907 ! 


u 




ESTs, Highly similar to S57449 fusca ; 
protein homolog - rat [R.norvegicus] f ESTs, 
Weakly similar to S57449 fusca protein 
homolog - rar[R.norvegicus], G protein 
pathway suppressor 1, Mus musculus, 
Similar to G protein pathway suppressor 1, 
clone MGC:7191 IMAGE:3481979, mRNA, 
complete cds, RIKEN cDNA 2400006A19 
nenfi 


1811 


15308 


AI072896 


nn 




ESTs, Highly similar to S60712 band-6- 
protein [H.sapiens], RIKEN cDNA 
5031422109 qene, catenin delta 2 


3300 


18139 


NM_017033 


General 




to i s, nigniy similar to S62628 
phosphoglucomutase-related protein - 
mouse [M.musculus], ESTs, Moderately 
similar to S62628 phosphoglucomutase- 
related protein - mouse [M.musculus], 
Phosphoglucomutase 1, RIKEN cDNA 
2610020G18 gene, phosphoglucomutase 1 



BNSDOCID: <WO 03O65993A2J_> 



WO 03/065993 



PCT/US03/03482 



537 



TABLE 1, v ,v Attorney Docket No. 44921 -51 13WO 

'> Document No. 1926271.2 


SEQ 
in 

It) ; . - 

NO; 


GLGC 

ID NO. 


GenBank 
Acc.br 
RefSeq ID 
No. 


Mode! Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4315 


10544 


NM_1 52935 


m 




ESTs, Highly similar to S6821 5 Mas 20 
protein [H.sapiens], Homo sapiens cDNA 
FU30361 fis, clone BRACE2G07764, 
RIKEN cDNA 1810060K07 gene, RIKEN 
cDN A 4930553D1 9 gene, translocase of 
outer mitochondrial membrane 20 (yeast) 
homoloa 


4315 


10545 


NMJ52935 


cc 




ESTs, Highly similar to S6821 5 Mas 20 
protein [H.sapiens], Homo sapiens cDNA 
FLJ30361 fis, clone BRACE2007764, 
RIKEN cDNA 1810060K07gene, RIKEN 
cDNA 4930553D19 gene, translocase of 
outer mitochondrial membrane 20 (yeast) 
homoloa 


56 


20982 


M799657 


x, qq 




ESTs, Highly similar to S68418 protein 
phosphatase 1M chain M110 isoform - rat 
[R.norvegicus], ESTs, Weakly similar to 
S68418 protein phosphatase 1M chain 
M1 1 0 Isoform - rat (fragment) 
[R.norvegicus], expressed sequence 
AI449786, expressed sequence AI746547, 
leukocyte receptor cluster (LRC) member 3, 
myosin phosphatase, target subunit 1, 
protein phosphatase 1, regulatory (inhibitor) 

ctthnnit 19A 


140 


12072 


AA800680 


g 




ESTs, Highly similar to S68418 protein 
phosphatase 1 M chain M110 isoform - rat 
[R.norvegicus], ESTs, Weakly similar to 
S68418 protein phosphatase 1 M chain 
M110 isoform - rat (fragment) 
[Rnorvegicus], leukocyte receptor cluster 
(LRC) member 3, myosin phosphatase, 
target subunit 1, protein phosphatase 1, 
mnnlafnrv finhihitnri siihnnitlPA 
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SEQ 
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IDNb. 


GenBank 
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RefSeq ID 
No. 
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Human Homologous Gene 
Name 


Human Homologous Cluster Title 


2395 


23043 


AI1 78968 


nn 




ESTs, Highly similar to S70642 ubiquitin : 
ligase Nedd4 - rat (fragment) 
Rnorvegicus], ESTs, Moderately similar to 
S70642 ubiquitin ligase Nedd4 - rat 
fragment) [R.norvegicus], Mus musculus, 
clone MGC:12070 IMAGE:3708271, mRNA, 
complete cds, RIKEN cDNA 1700056017 
gene, RIKEN cDNA 5830462N02 gene, 
expressed sequence AW212605, neural 
precursor cell expressed, developmental^ 
down-regulated 4, neural precursor cell 
expressed, developmental^ down-regulated 
gene 4a, thyroid hormone receptor 
interactor 12, ubiquitin protein ligase E3A 


1365 


23540 


AI010110 


XX 




ESTs, Highly similar to SH31_RAT SH3- 
containing GRB2-like protein 1 (SH3 domain 
protein 2B) (SH3p8) [R.norvegicus], ESTs, 
Moderately similar to SH31_HUMAN SH3- 
CONTAINING GRB2-LIKE PROTEIN 1 
(SH3 DOMAIN PROTEIN 2B) (EXTRA 
ELEVEN-NINETEEN LEUKEMIA FUSION 
GENE) (EEN) (EEN FUSION PARTNER OF 
MLL) [H .sapiens], ESTs, Moderately similar 
to SH31_RAT SH3-coritaining GRB2-iike 
protein 1 (SH3 domain protein 2B) (SH3p8) 
[R.norvegicus], SH3 domain protein 2A, 
SH3 domainprotein 2B, SH3-domain GRB2- 
like 1 SH3-domain GRB2-like 2 SH3- 
domain GRB2-like endophilin B1 , SH3- j 
domain GRB2-like endophilin B2 


2282 


13678 


AI176490 


u 




ESTs, Highly similar to T00065 hypothetical 
protein KIAA0442 [H.sapiens], Homo j 
sapiens cDNA FLJ1 2396 fis, clone i 
MAMMA1002758, KIAA1545 protein, | 
hvDothetical orotein FLJ1 1618 


202 


17771 


AA818224 


I 




ESTs, Highly similar to T08726 tubulin beta 
chain [H.sapiens], ESTs, Highly similar to 
TBB1JRAT TUBULIN BETA CHAIN (T 
BETA-15) [R.norvegicus], ESTs, Highly 
similar to TBB2.HUMAN TUBULIN BETA-2 
CHAIN [H.sapiens], RIKEN cDNA 
2410129E14 gene, RIKEN cDNA 
4930447K03 gene, RIKEN cDNA 
4930542G03 gene, expressed sequence 
AI451582, expressed sequence C79445, 
tubulin hpta-S-tiihulin hpta.3 
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Human Homologous Cluster Title :'?■ 

: / *. ■ * j'Ji '. ■ I 


45 


18361 


M799591 




• • 


ESTs, Highly similar to T08726 tubulin beta 
chain [H.sapiens], ESTs, Highly similar to 
TBB1_RAT TUBULIN BETA CHAIN (T 
BETA-15) [Rnorvegicus], ESTs, Highly 
similar to TBB2JHUMAN TUBULIN BETA-2 
CHAIN [H.sapiens], RIKEN cDNA 
2410129E14 gene, RIKEN cDNA 
4930447K03 gene, RIKEN cDNA 
4930542G03 gene, Rat mRNA for beta- 
tubulin T beta15, expressed sequence 
AI451582, expressed sequence C79445, 
tubulin beta-5, tubulin, beta 3, tubulin, beta, 


4303 


22975 


NMJ45778 


ii 




ESTs, Highly similar to T08726 tubulin beta 
chain [H.sapiens], ESTs, Highly similar to 
TBB1_RAT TUBULIN BETA CHAIN (T 
BETA-15) fR.norvegicus], RIKEN cDNA 
2410129E14 gene, RIKEN cDNA 
4930447K03 gene, RIKEN cDNA 
4930542G03 gene, Rat mRNA for beta- 
tubulin T beta15, expressed sequence 
AI451582, expressed sequence C79445, 

tuhnlin hfitaS tuhiilin nammfll 


An An 

4242 


2100 


NMJ38829 


li 




ESTs, Highly similar to T17229 hypothetical 
protein DKFZp434D156.1 [H.sapiens], 
ESTs, Weakly similar to FMN2JVIOUSE 
Formin 2 [M.musculus], expressed 
sequence AI854843, expressed sequence 
AW742646, formin 2, golgi peripheral 
membrane protein p65, goigi 
phosphoprotein 5, likely ortholog of rat golgi 
stacking protein homolog GRASP55 j 


£.00/ 


io739 


AI178151 


cc 




ESTs, Highly similar to T46366 hypothetical 
protein DKFZp434C0 118.1 [H.sapiens], F- 
box only protein 9, Homo sapiens cDNA 
FLJ32209 fis, clone PLACE6003372 


287 


19412 


AA849222 


ii 




ESTs, Highly similar to T46904 hypothetical 
protein DKFZp761D081.1 [H.sapiens], 
Homo saoiens cDNA* FLJ71587 fis Hnnp 
COL06946, likely ortholog of mouse Arkadia 


m 


19411 


AA893667 


r 




ESTs, Highly similar to T46904 hypothetical 
protein DKFZp761D081.1 [H.sapiens], 
Homo sapiens cDNA: FLJ21587 fis, clone 
COL06946, likely ortholog of mouse Arkadia 
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Human Homologous Cluster Title • ^ 


4048 


3828 


NM_053785 


b, ss 




ESTs, Highly similar to T4S4.HUMAN 
TRANSMEMBRANE 4 SUPERFAMILY, 
MEMBER 4 [H.sapiens], Mus musculus, 
clone MGC:19127 IMAG&4211816, mRNA, 
complete cds, transmembrane 4 superfamily 
member 1, transmembrane 4 superfamily 
member 4, transmembrane 4 superfamily 


797 


16754 


AA900474 


d 




ESTs, Highly similar to T50619 hypothetical 
protein DKF2p762M136.1 [H.sapiens], 
hypothetical protein DKFZp762M136 


860 


2462 


AA924913 


d 




ESTs, Highly similar to T50619 hypothetical 
protein DKFZp762M1 36.1 [H.sapiens], 
hypothetical protein DKFZp762M136 


689 


3865 


AA893065 


k.p 




ESTs, Highly similar to THDE_RAT 
Thyrotropin-releasing hormone degrading 
ectoenzyme (TRH-degrading ectoenzyme) 
(TRH-DE) (TRH-specific aminopeptidase) 

fTh vrolihprina^p^ f Pvrnnl i itamvl-npntiria^p 

^ 1 1 1 yi vJtiksd u laoui y i uvjiu lai i ly i pc-jJiiuaoc 

II) (PAP-II) [R-norvegicus], ESTs, Weakly 
similar to AMPE MOUSE GLUTAMYL 
AMINOPEPTIDASE [M.nriusculus], ESTs, 
Weakly similar to PUROMYCIN-SENSITIVE 

AMIINtJrfcr 1 lUAofc [IVl.mUSCUIUSJ, 

aminopeptidase puromycin sensitive, 
puromycin-sensitive aminopeptidase 


213 


14123 


AA818554 


g 




ESTs, Highly similar to TPMNJHUMAN 
TROPOMYOSIN, CYTOSKELETAL TYPE 
[H.sapiens], ESTs, Moderately similar to 
TROPOMYOSIN 5, CYTOSKELETAL TYPE 
TM.musculusl 


4208 


16456 


NM J 34346 


w 




ESTs, Highly similar to TVHUR1 
transforming protein raplb [H:sapiens], 
ESTs, Weakly similar to GTP-binding 
protein ROC2 [M.musculus], Mus musculus, 
Similar to RAS-like, estrogen-regulated, 
growth-Inhibitor, clone MGC:31467 
IMAGE:4483442, mRNA, complete cds, 
RAP1 B, member of RAS oncogene family, 
RAP2B, member of RAS oncogene family, 
RAS-like, estrogen-regulated, growth- 



BNSDOCIO: <WO 03065993A2_I_> 



WO 03/065993 PCT/US03/03482 



541 



TABLE 2 v s^f' -^: ; Attorney Docket No. 44921 -511 3W0 

Document No. 1926271.2 


SEQ 

ID & • 
NO. 


GLGjC 
ID NO. 


GenBank : 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 

Name" ^ 
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Human Homologous Cluster Title 


4208 


16457 


NMJ34346 


u 




ESTs, Highly similar to TVHUR1 
transforming protein raplb [H.sapiens], 
ESTs, Weakly similar to GTP-binding 
protein ROC2 [M.musculus], Mus musciilus, 
Similar to RAS-like, estrogen-regulated, 
growth-inhibitor, clone MGC:31467 
IMAGE:4483442, mRNA, complete cds, 
RAP1B, member of RAS oncogene family, 
RAP2B, member of RAS oncogene family, 
RAS-like, estrogen-regulated, growth- 

inhihifor 


3764 


15052 


NM_031136 


s 




ESTs, Highly similar to TYB4 MOUSE 
THYMOSIN BETA-4 [M.musculus], ESTs, 
Moderately similar to PC4259 ferritin 
associated protein [H.sapiens], Homo 
sapiens cDNA FLJ31414 fis, clone 
NT2NE2000260, weakly similar to 
THYMOSIN BETA-4, thymosin, beta 4, X 
chromosome 


338 


19189 


AA851237 


dd 




ESTs, Highly similar to UBPLHUMAN 
UBIQUITIN CARBOXYL-TERMINAL • 
HYDROLASE 18 [H.sapiens], ubiquitin 
specific protease 18 


4234 


13563 


NMJ38530 


m, ff 




ESTs, Highly similar to ULA4__HUMAN 
MAWD binding protein (Unknown protein 32 
from 2D-page of liver tissue) [H.sapiens], 
MAWD bindina protein 


1789. 


8856 


AI072402 


b, h,u 




ESTs, Highly similar to Z208_HUMAN ZINC 
FINGER PROTEIN 208 [H.sapiens], ESTs, 
Moderately similar to Z208_HUMAN ZINC 
FINGER PROTEIN 208 [H.sapiens], ESTs, 
Moderately similar to zinc finger protein 30 
[M.musculus], ESTs, Weakly similar to zinc 
finger protein 30 [M.musculus], Homo 
sapiens cDNA FLJ20562 fis, clone 
KAT11992, KRAB zinc finger protein KR18, 

7\nr. finnpr nrr>tein 9flA 


4047 


14015 


NM_053770 


n, w 




ESTs, Moderately similar to Arg/Abl- 
iriteracting protein ArgBP2 [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to Arg/AbWnteracting protein 
ArgBP2 [Rattus norvegicus] [R.norvegicus], 
RIKEN cDNA 2010203003 gene, SH3- 
domain protein 5 (ponsin), sorbin and SH3 
domain containing 1 
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No. 
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Human Homologous Gene 
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Human Homologous Cluster Title 


4047 


14016 


NM_053770 


XX 




ESTs, Moderately similar to Arg/Abl- 
interacting protein ArgBP2 [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to Arg/AbMnteracting protein 
ArgBP2 [Rattus norvegicus) [R. norvegicus], 
RIKEN cDNA 201 0203003 gene, SH3- 

rtnm?iin nrntpin R rnnnQin^ Qnrhin anH 
uuiiidiii fJiuium o ^puiiouiy, ouiuiii ai iu orw 

domain containing 1 


3726 


17726 


NMJ)31043 


jj 




ESTs, Moderately similar to glycogenin 2 
[Homo sapiens] [H.sapiens], glycogenin, 
glycogenin 1, glycogenin 2 


3726 


17727 


NM.031043 


PP, uu 




ESTs, Moderately similar to glycogenin 2 
[Homo sapiens] [H.sapiens], glycogenin, 
glycogenin 1. glycogenin 2 


3726 


25328 


NMJ31043 


e, bb 




ESTs, Moderately similar to glycogenin 2 
[Homo sapiens] [H.sapiens], glycogenin, 
glycogenin 1, glycogenin 2 


3947 


1410 


NM_052798 


0 




ESTs, Moderately similar to hypothetical 
protein MGC2663 [Homo sapiens] 
[H.sapiens], ESTs, Moderately similar to 
S47073 finger protein HZF2, Krueppel- 
related [H.sapiens], ESTs, Weakly similar to 
TC17 MOUSE TRANSCRIPTION FACTOR 

1 7 fM mu^tt ih iqI F£T<; Wpaklv "similar tr» 

TC17_RAT Zinc finger protein 354A 
(Transcription factor 17) (Renal transcription 
factor Kid-1) (Kidney, ischemia, and 
developmental regulated protein-1) 
[R.norvegicus], expressed sequence 
AI875089, hypermethylated in cancer 2, 
zinc finger protein 354A, zinc finger protein 

OC/ID 


613 


4486 


AA892298 


w 




ESTs, Moderately similar to peptidylprolyl 
isomerase-like protein 3, isoform PPIL3a; 
cyclophilin-like protein 3; peptidylprolyl cis- 
trans isomerase-like protein 3; PPIase-like 
protein 3 [Homo sapiens] [H.sapiens], 
expressed sequence AU019516, matrin 
cyclophilin (matrin-cyp), natural killer-tumor 
recognition sequence, peptidyl-prolyl 
isomerase G (cyclophilin G), peptidylprolyl 
. isnmprasp n fr.vnlnnhilin D\ 
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658 


4487 


AA892680 


e.P 




ESTs, Moderately similar to peptidylproiyl 
isomerase-like protein 3, isoform PPIL3a; 
cyclophilin-like protein 3; peptidylproiyl cis- 
trans isomerase-like protein 3; PPlase-Iike 
protein 3 [Homo sapiens] [H.sapiens], 
expressed sequence AU019516, matrin 
cydophilin (matrin-cyp), natural killer-tumor 
recognition sequence, peptidyl-prolyl 
isomerase G (cydophilin G), peptidylproiyl 

isnmprasfi 1") fcvrJnnhilin n\ 


1987 


9575 


AI112250 


General, kk, 
nn 




ESTs, Moderately similar to protein tyrosine 
phosphatase type 1 VA, member 2, isoform 
1; protein tyrosine phosphatase IVA; protein 
tyrosine phosphatase IVA2; phosphatase of 
regenerating liver 2 [Homo sapiens] 
[H.sapiens], protein tyrosine phosphatase 
4a2, protein tyrosine phosphatase type IVA, 
member 9 


3980 


14670 


NM.053439 


ee 




ESTs, Moderately similar to RAN, member 
RAS oncogene family [Rattus norvegicus] 
[R.norvegicus], F-box and WD-40 domain 
protein 7, archipelago homolog 
(Drosophila), RAN, member RAS oncogene 
family, RAS-like, family 2, locus 9, RIKEN 
cDNA1700009N14aene 


3925 


18898 


NM_031985 


PP 




ESTs, Moderately similar to ribosomal 
protein S6 kinase, 70kDi polypeptide 2; S6 
kinase 2 [Mus musculus] [M.musculus], 
RIKEN cDNA^610318H5gene, ribosomal 
protein S6 kinase, 70kD, polypeptide 1, 
ribosomal protein S6 kinase, 70kD, 
DolvoeDtide 2 


1316 


16701 


AI008838 


ff 




ESTs, Moderately similar to RIKEN cDNA 
1300002A08 [Mus musculus] [M.musculus], 
RIKEN cDNA 1300002A08 gene, methylene 
tetrahydrofolate dehydrogenase (NAD+ 
dependent), methenyltetrahydrofolate 
cyclohydrolase, protease, serine, 15 


1393 


16702 


AI011436 


ss 




ESTs, Moderately similar to RIKEN cDNA 
1300002A08 [Mus musculus] [M.musculus], 
RIKEN cDNA 1300002A08 gene, methylene 
tetrahydrofolate dehydrogenase (NAD+ 
dependent), methenyltetrahydrofolate 
cyclohydrolase, protease, serine, 15 
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2411 


16703 


M 79300 


Ff 




ESTs, Moderately similar to RIKEN cDNA 
1300002A08 [Mus musculus] [M.musculus], 
RIKEN cDNA 1 300002A08 gene, methylene 
tetrahydrofolate dehydrogenase (NAD+ 
dependent), methenyltetrahydrofolate 
cyclohydrolase, protease, serine, 15 


355 


6687 


AA851739 


General 




ESTs, Moderately similar to tousled-like 
kinase 2; serine/threonine kinase; tousled- 
like kinase [Homo sapiens] [H.sapiens], 
tousled-like kinase 2 { ArabidoDsis) 


3628 


194 


NMJ)22861 


s 




ESTs, -Moderately similar to UNC-1 3 
homolog (C. elegans) 1 [Mus musculus] 
M.musculus], unc-13-like (C. elegans), 
unc13 homolog (C. elegans) 1 


743 


7637 


AA894089 


k,x 




ESTs, Moderately similar to 21 18320A 
neurodegeneration-associated protein 1 
[Rattus norvegicus] [R.norvegicus], 
KIAA0438 gene product, Mus musculus, 
clone IMAGE:3499845, mRNA, partial cds, . 
g1 -related zinc finger protein, goliath 
protein, hypothetical protein FU20552, 
hypothetical protein LOC51255, praja 1, 
prajal, RING-H2 motif containing, similar to 
RIKEN CDNA 1300002C13, zinc finger 

nrotoln 36 A 


4256 


7636 


NM J 38896 


s 




ESTs, Moderately similar to 21 18320A 
neurodegeneration-associated protein 1 
[Rattus norvegicus] [R.norvegicus], 
KIAA0438 gene product, Mus musculus, 
clone IMAGE:3499845, mRNA, partial cds, 
g1-related zinc finger protein, goliath 
protein, hypothetical protein FLJ20552, 
hypothetical protein LOC51255, praja 1, 
prajal, RING-H2 motif containing, similar to 
RIKEN cDNA 1 300002C1 3, zinc finger. 

nrntotn 364 


2160 


17783 


AI171206 


vv 




ESTs, Moderately similar to 2118320A 
neurodegeneration-associated protein 1 
[Rattus norvegicus] [R.norvegicus], 
KIAA0438 gene product, Mus musculus, 
clone IMAGE:3499845, mRNA, partial cds, 
hypothetical protein FLJ20552, hypothetical 
protein LOC51255, praja 1, prajal, R1NG- 
H2 motif containing, rotein carrying the 
RING-H2 sequence motif, similar to RIKEN 
cDNA 1300002C13, zinc finger protein 364 
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Human Homologous Cluster Title 


2898 


1041 


D78610 


X 




ESTs, Moderately similar to A36065 protein- 
tyrosine-phosphatase [H.sapiens], Protein 
tyrosine phosphatase, receptor type, A, 
protein tyrosine phosphatase, receptor type, 
A, protein tyrosine phosphatase, receptor 
tvoe. E 


3348 


20702 


NM_017166 


General, dd, 
oo, pp 




ESTs, Moderately similar to A40936 
stathmin [H.sapiens], expressed sequence 
A1131641, leukemia-associated gene, 
stathmin 1/oncoorotein 18 


1289 


12932 


AF102552 


X 




ESTs, Moderately similar to A55575 ankyrin 
3, long splice form [H.sapiens], ESTs, 
Weakly similar to A55575 ankyrin 3, long 
splice form [H.sapiens], Homo sapiens 
cDNA FU10428 Us, clone NT2RP1 000376, 
highly similar to Homo sapiens mRNA; 
cDNA DKF2p434A102, RIKEN cDNA 
2310026G15 gene, RIKEN cDNA 
2410197A17 gene, ankyrin 3, node of 
Ranvier (ankyrin G), hypothetical protein 
FU20189, hypothetical protein FLJ22551, 
phospholipase A2, group VI, phospholipase 
A2, group VI (cytosolic, calcium- 


4178 


17634 


NMJ33418 


General, uu 




ESTs, Moderately similar to BMCP_HUMAN 
BRAIN MITOCHONDRIAL CARRIER 
PROTEIN-1 [H.sapiens], ESTs, Weakly 
similar to M20M_HUMAN 
MITOCHONDRIAL 2- 
OXOGLUTARATE/MALATE CARRIER 
PROTEIN [H.sapiens], solute carrier family 
25 (mitochondrial carrier; adenine 
nucleotide translocator), member 10, solute 
carrier family 25 (mitochondrial carrier; 
dicarboxylate transporter), member 1 0, \ 
solute carrier family 25 (mitochondrial 
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SEQ 

ID 

NO. 
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DNO. 

• 


SenBank 
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RefSeq ID 
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... 


Human Homologous Gene 
Name M > 


Human Homologous Cluster Title , 


4178 


17635 


NMJ33418 


U 




ESTs, Moderately similar to BMCP_HUMAN 
BRAIN MITOCHONDRIAL CARRIER 
PROTEIN-1 [H.sapiens], ESTs, Weakly 
similar to M20M_HUMAN 
MITOCHONDRIAL 2- 
OXOGLUTARATE/MALATE CARRIER 
PROTEIN [H.sapiens], solute carrier family 
25 (mitochondrial carrier; adenine 
nucleotide translocator), member 10, solute 
carrier family 25 (mitochondrial carrier; 
dicarboxylate transporter), member 10, 
solute carrier family 25 (mitochondrial 

n-arrior rwr\nlntarata r-orrior\ momharll 


4178 


17636 


NMJ 33418 


PP 




ESTs, Moderately similar to BMCP_HUMAN 
BRAIN MITOCHONDRIAL CARRIER 
PROTEIN-1 IH.sapiens], ESTs, Weakly 
similar to M20M_HUMAN 
MITOCHONDRIAL 2- 
OXOGLUTARATE/MALATE CARRIER 
PROTEIN [H.sapiens], solute carrier family 
25 (mitochondrial carrier; adenine ; 
nucleotide translocator), member 10, solute 
carrier family 25 (mitochondrial carrier; 
dicarboxylate transporter), member 10, 
solute carrier family 25 (mitochondrial 


671 


7148 


AA892842 


gg, hh 




ESTs, Moderately similar to CAZ3J/IOUSE 
F-ACTIN CAPPING PROTEIN ALPHA-3 
SUBUNIT (CAPZ ALPHA-3) (GERM CELL- 
SPECIFIC PROTEIN 3) [M.musculus], 
capping protein (actin filament) muscle Z- 
line, alpha 2, capping protein alpha 2, 
capping protein alpha 3 
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4077 


1660 


NM_053891 


bb, II, ww 




ESTs, Moderately similar to CD5R_MOUSE 
CYCLIN-DEPENDENT KINASE 5 
ACTIVATOR 1 PRECURSOR (CDK5 
ACTIVATOR 1) (CYCLIN-DEPENDENT 
KINASE 5 REGULATORY SUBUNIT 1) 
(TAU PROTEIN KINASE II 23 KD 
SUBUNIT) (TPKIl REGULATORY 
SUBUNIT) (P23) (P25) (P35) 
[R.norvegicus], ESTs, Weakly similar to 
cyclin-dependent kinase 5, regulatory 
subunit 1 (p35) [Rattus norvegicus] 
[Rnorvegicus], cyclin-dependent kinase 5, 
regulatory subunit (p35), cyclin-dependent 
kinase 5, regulatory subunit 1 (p35), cyclin- 
dependent kinase 5, regulatory subunit 2 


2786 


18854 


A1237636 


1 




ESTs, Moderately similar to CNE6J/IOUSE 
COPINE VI (NEURONAL-COPINE) (N- 
COPINE) [M.musculus], ESTs, Weakly 
similar to CNE3J-IUMAN COPINE III 
[H.sapiens], RIKEN cDNA 363241 1M23 
gene, copine 6, copine II, copine III, 
expressed sequence AU067659, expressed 
sequence AW047065 


2271 


13339 


AM 76308 


r 




ESTs, Moderately similar to C01 B_RAT 
Coronin IB (Coronin 2) [R.norvegicus], Mus 
musculus, Similar to coronin, actin binding 
protein, 2A, done IMAG&4984475, mRNA, 
partial cds, coronin, actin binding protein 1B, 
coronin, actin binding protein 1C, 
hypothetical protein DKFZp762l166 


2596 


19274 


AI232135 


ii 




ESTs, Moderately similar to COG2_MOUSE 
Coatomer gamma-2 subunit (Gamma-2 coat 
protein) (Gamma-2 COP) [M.musculus], 
Mus musculus 0 day neonate skin cDNA, 
RIKEN full-length enriched library, 
clone:4632427M03:coatomer protein 
complex, subunit gamma 1, full insert 
sequence, coatomer protein complex, ' 
subunit gamma 2 
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4376 


18038 


U39943 


X 




ESTs, Moderately similar to CPJ3_RAT 
CYTOCHROME P450 2J3 (CYPIIJ3) 
Rnorvegicus], ESTs, Weakly similar to 
CPJ6 MOUSE CYTOCHROME P450 2J6 
M.musculus], Homo sapiens cDNA 
FU14042fis, clone HEMBA1006038, 
weakly similar to LAMININ ALPHA-5 CHAIN, 
Mu<? mii'smlii^ Similar tn HYP9.I4 Hnnp 
MGC:25927 IMAGE:4235131, mRNA, 
complete cds, RIKEN cDNA 8430436A10 
gene, cytochrome P450, 2j6, cytochrome 
P450, 2j9, expressed sequence AI314783 


4480 


20695 


Y09000 


99, hh 




ESTs, Moderately similar to DEND RAT 
DENDRIN [R.norvegicus], KIAA0749 protein 


3678 


713 


NM_024391 


PP 




ESTs, Moderately similar to DHB2 MOUSE 
ESTRADIOL 17 BETA-DEHYDROGENASE 
2 [M.musculus], ESTs, Weakly similar to 17- 
beta hydroxysteroid dehydrogenase type 2 
[Rattus norvegicus] [R.norvegicus], Mus 
musculus cis-retiriol/androgen 
dehydrogenase type 3 mRNA, complete 

nrfc Mti^ mti^nilns Similar tn rpfinnl 
dehydrogenase type 6, clone MGC:25965 
IMAGE:4239862, mRNA, complete cds, cell 
line MC/9.IL4 derived transcript 1 , 
expressed sequence AM 94836, expressed 
sequence AI255511, hydroxysteroid (17- 
beta) dehydrogenase 2 


4398 


1153 


U89280 


h, n 




ESTs, Moderately similar to DHB2 MOUSE 
ESTRADIOL 17 BETA-DEHYDROGENASE 
2 [M.musculus], ESTs, Weakly similar to 
A55884 retinol dehydrogenase (EC 
1.1.1.105) - rat [R.norvegicus], Mus 
musculus cis-retinol/androgen 
dehydrogenase type 3 mRNA, complete 
cds, Mus musculus, Similar to retinol 
dehydrogenase type 6, clone MGC:25965 
IMAGE:4239862, mRNA, complete cds, 
expressed sequence AI1 94836, expressed 
sequence AI255511, retinol dehydrogenase 
5 (11-cis and 9-cis), retinol dehydrogenase 
7, retinol dehydrogenase type 5 
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lb * 

NO.,, 


GLGC 
ID NO. 


GenBank 
Acc or . 
RefSeq.ip 
No; 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4277 


15023 


NMJ39113 


n, z, 

General, kk, 
PP 




ESTs, Moderately similar to EAR2_RAT 
Orphan nuclear receptor EAR-2 (V-erbA 
related protein EAR-2) (Ovalbumin 
upstream promoter gamma nuclear receptor 
rCOUPg) [R.norvegicus], nuclear receptor 
subfamilv 2. arouo F. member 6 


4428 


16716 


X53054 


c 




ESTs, Moderately similar to HB2D_RAT 
RT1 CLASS II HISTOCOMPATIBILITY 
ANTIGEN, D-1 BETA CHAIN PRECURSOR 
[R.norvegicus], ESTs, Weakly similar to 
HB2D_RAT RT1 CLASS II 
HISTOCOMPATIBILITY ANTIGEN, D-1 
BETA CHAIN PRECURSOR [Rnorvegicus], 
Rattus norvegicus Class (I MHC RT1.D(a) 
beta chain precursor (RT1 .D(a)) mRNA, 
complete cds, Rattus norvegicus Class II 
MHC RT1.D(n) beta chain precursor 
(RT1.D(n)) mRNA, complete cds, major 
histocompatibility complex, class II, DR beta 


3262 


1451 


NMJ)13168' 


tt 




ESTs, Moderately similar to HEM3 MOUSE 
PORPHOBILINOGEN DEAMINASE 
[M.musculus], hydroxymethylbilane 
synthase 


3262 


1452 


NMJM3168 


li 




ESTs, Moderately similar to HEM3 MOUSE 
PORPHOBILINOGEN DEAMINASE 
[M.musculus], hydroxymethylbilane 
synthase 


1773 


17673 


AI071895 


ii 




ESTs, Moderately similar to I38937 
DNA/RNA-binding protein [H.sapiens] 


1809 


9421 


AI072885 


PP 




ESTs, Moderately similar to INPP MOUSE 
INOSITOL POLYPHOSPHATE 1- 
PHOSPHATASE [M.musculus], inositol 
DolvphosDhate-1 -phosphatase 


670 


17581 


M892835 


f 




ESTs, Moderately similar to JC1235 
transcription factor BTF3a [H.sapiens], 
Homo sapiens cDNA FLJ14844 fis, clone 
PLACE10001 33, highly similar to 
TRANSCRIPTION FACTOR BTF3, Mus 
musculus, basic transcription factor 3, done 
MGC:6799 IMAGE:2648048, mRNA, 
complete cds, RIKEN cDNA 1700054E11 
gene, RIKEN cDNA 5730434I03 gene, basic 

transprmtinn fartnr^ 



NSDOC1D: <WO. 



.03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



550 



TABLE 2 ? 
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SEQ 

ID 

NO. 


GLGC ; 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Mode! Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


1030 


22753 


AA946300 


! f General 




ESTs, Moderately similar to JC4702 
cytochrome P450 3A9 - rat [R.norvegicus] ( 
ESTs, Weakly similar to cytochrome P450 
3A1 3 [M.musculus], Homo sapiens cDN A ; 
FLJ31317fis clone LI VER1 000421 
moderately similar to CYTOCHROME P450 
3A5 (EC 1.14.14.1), cytochrome P450, 
sieroiu muuciDie oa i o, cyiocnrome r^ou, 
subfamily IIIA (niphedipine oxidase), 
polypeptide 3, cytochrome P450, subfamily 
IIIA (niphedipine oxidase), polypeptide 4, 
cytochrome P450, subfamily IIIA 


4340 


24351 


S74257 


ii, kk, II, ww 




ESTs, Moderately similar to JC5604 ABC- 
transporting peroxisomal membrane protein 
69 [H.sapiensl 


106 


21064 


AA800175 


m, ww 




ESTs, Moderately similar to JC7136 
peptidylprolyl isomerase (EC 5.2.1 .8) - 
mouse [M.musculus], protein (peptidyl-prolyl 

H^/tran<5 tanmpra^p^ MIMA-intprantinn 1 

v/io/uciiio louiiiciagvl i ii 1 1 v ii \ ii i lci aijiil iy l, 

protein (peptidyl-prolyl cis/trans isomerase) 
NIMA-interacting, 4 (parvulin) 


618 


18208 


AA892318 


gg, hh 




ESTs, Moderately similar to JC7220 nuclear 
protein SR-25 [H. sapiens], HSVI binding 
protein, SRp25 nuclear protein, expressed 
sequence AA408210, expressed sequence 
AA408365 - 


618 


18209 


AA892318 


r,bb 




ESTs, Moderately similar to JC7220 nuclear 
protein SR-25 [H.sapiens], HSVI binding 
protein, SRp25 nuclear protein, expressed 
sequence AA408210, expressed sequence 
AA408365. 


3133 


8829 


NMJ512749 


q.xx 




ESTs, Moderately similar to NUCLEOLIN 
[M.musculus], ESTs, Weakly similar to 
A35804 nucleolin [H.sapiens], ESTs, 
Weakly similar to NUCLHUMAN 
NUCLEOLIN [H.sapiens], ESTs, Weakly 
similar to NUCL__RAT Nucleolin (Protein 
C23) [R.norvegicus], RIKEN cDNA 
1200009A02 gene, eukaryotic translation 
initiation factor 3, subunit 4 (delta, 44 kDa), 
niir.lp.nlin ninnen .... . — 
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SEQ 
ID > 
NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


3133 


8831 


NM_012749 


9 




ESTs, Modierately similar to NUCLEOLIN 
[M.musculus], ESTs, Weakly similar to 
A35804 nucleolin [H.sapiens], ESTs, 
Weakly similar to NUCL_HUMAN 
NUCLEOLIN [Ksapiens], ESTs, Weakly 
similar to NUCL_RAT Nucleolin (Protein 
C23) [R.norvegicus], RIKEN cDNA 
1 200009A02 gene, eukaryotic translation 
initiation factor 3, subunit 4 (delta, 44 kDa), 

niiHpnlin . ninnpn 


4464 


23302 


X78949 


ff,xx 




ESTs, Moderately similar to P4H1_RAT 
Prolyl 4-hydroxylase alpha-1 subunit 
precursor (4-PH alpha-1) (Procollagen- 
proline,2-oxoglutarate-4-dioxygenaseaIpha- 
1 subunit) [R.norvegicus], Homo sapiens, 
clone IMAGE:3162218, mRNA, partial cds, 

RIKFN rHMA AQT^AHfiPOfi none 
r\ir\ciM ulfimm *f yoo*f uoczu gene, 

procollagen-proline, 2-oxoglutarate 4- 

dioxygenase (proline 4-hydroxylase), alpha 

1 polypeptide, procollagen-proline, 2- 

oxoglutarate 4-dioxygenase (proline 4- 

hydroxyiase), alpha II polypeptide, 

procollagen-proline, 2-oxoglutarate 4- 

dioxygenase (proline 4-hydroxylase), alpha 

polypeptide I, procollagen-proline, 2- 

oxoglutarate 4-dioxygenase (proline 4- 


2175 


15684 


AM 71535 


n, General 




ESTs, Moderately similar to PAB1 MOUSE 
POLYADENYfcATE-BINDING PROTEIN 1 
[M.musculus], ESTs, Weakly similar to 
PAB1 MOUSE POLYADENYLATE- 
BINDING PROTEIN 1 [M.musculus], RIKEN 
cDNA 4932702K14 gene, poly A binding 
protein, cytoplasmic 1 , poly(A) binding 
protein, cytoplasmic 4 (inducible form) 


2676 


15635 


AI233870 


m 




ESTs, Moderately similar to PAB1 MOUSE 
POLYADENYLATE-BINDING PROTEIN 1 
[M.musculus], ESTs, Weakly similar to 
PAB1 MOUSE POLYADENYLATE- 
BINDING PROTEIN 1 [M.musculus], RIKEN 
cDNA 4932702K14 gene, poly A binding 
protein, cytoplasmic 1, poly(A) binding 
protein, cytoplasmic 4 (inducible form) 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


248 


5169 


AA819488 


I, General 




ESTs, Moderately similar to PCD6..HUMAN 
PROGRAMED CELL DEATH PROTEIN 6 
(PROBABLE CALCIUM-BINDING PROTEIN 
ALG-2) [H.sapiens], ESTs, Weakly similar to 
CAN1.MOUSE CALPAIN 1 , LARGE 
[CATALYTIC] SUBUNiT (CALCIUM- 
ACTIVATED NEUTRAL PROTEINASE) 

/PAMD\ ftiA\ 1 TVDC\ I'M rmicmiliicl t-lnmn 

(OANr) {IV1LM Yrfc; [iVI.mllSCUIUS], riomo 

sapiens, clone IMAG&4823101, mRNA, 
partial cds, Homo sapiens, clone 
MGC:20576 IMAGE:4300206, mRNA, 
complete cds, PEF protein with a long N- 
terminal hydrophobic domain (peflin), 
calpain 13, calpain 6, programmed cell 
death 6 


2747 


19035 


AI236576 


PPp rr 




ESTs, Moderately similar to RAS-RELATED 
PROTEIN RAB-1 A M musculusl ESTs 
Weakly similar to A49647 GTP-binding 
protein Rab13 [H.sapiens], ESTs, Weakly 
similar to RB30_HUMAN RAS-RELATED 
PROTEIN RAB-3 [H.sapiens], RAB, 
member of RAS oncogene family-like 4, 
RAB1 B, member RAS oncogene family, 
RAB30, member RAS oncogene family 






AI012636 


H 
U 




ESTs, Moderately similar to RBMA^RAT 
RNA-BINDING PROTEIN 10 (RNA 
BINDING MOTIF PROTEIN 10) (S1-1 

Ul 1 m \*J IVI w 111 II 1 ^11 v Iwi I w 1 1 

PROTEIN) [R.norvegicus], Homo sapiens 
cDNA FLJ10100 fis, clone HEMBA1002469, 
moderately similar to DXS8237E PROTEIN, 
Mus musculus, Similar to RNA binding motif 
protein 10, clone MGC:7826 

RNA binding motif protein 10, S1-1 protein 

frnm liwor 


2952 


14968 


K02815 


f 




ESTs, Moderately similar to S04363 class II 
histocompatibility antigen RT1-B alpha chain 
precursor - rat [R.norvegicus], 
histocompatibility 2, 0 region alpha locus, 
major histocompatibility complex, class II, 
DO atoha 
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SEQ 

'P * 
NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Hunian Homologous Gene 
Name * ... 


Human Homologous Cluster Title 


1832 


6321 


AI101256 


ii, II 




ESTs, Moderately similar to S09017 
heterogeneous ribonuclear particle protein 
type C - rat (fragment) [R.norvegicus], 
Homo sapiens cDNA FLJ32918 fis, clone 
TESTI2006588, Homo sapiens, clone 
IMAGE:3450973, mRNA, Mus musculus, 
done MGC:36467 IMAGB5359082, mRNA, 
complete cds, heterogeneous nuclear 
ribonucleoprotein D f high-glycine/tyrosine 
protein type I E5, musashi homolog 2 

/nrncnnhil^ 


3708 


17302 


NMJD31008 


tt 




ESTs, Moderately similar to S1 1276 alpha- 
adaptin c - rat [R.norvegicus], Mus 
musculus adult male testis cDNA, RIKEN 
full-length enriched library, 
clone:4932434L04:adaptor protein complex 
AP-2, alpha 2 subunit, full insert sequence, 
adaptor protein complex AP-2, alpha 1 
subunit, adaptor protein complex AP-2, 
alpha 2 subunit, adaptor-related protein 
complex 1, gamma 1 subunit adaptor- 
related protein complex 2, alpha 2 subunit 


4076 


1453 


NMJ053887 


ff 




ESTs, Moderately similar to S1 2207 
hypothetical protein (M.musculus], ESTs, 
Weakly similar to mitogen activated protein 
kinase kinase kinase 1 [Rattus norvegicus] 
[R.norvegicus], mitogen activated protein 
kinase kinase-kinase 1, mitogen activated 
protein kinase kinase kinase 2, mitogen 
activated protein kinase kinase kinase 3, 
mitogen-activated protein kinase kinase 
kinase 1, mitogen-activated protein kinase 

kinaco Irinaco 3 


4076 


1454 


NM_053887 


gg. hh 




ESTs, Moderately similar to S1 2207 
hypothetical protein [M.musculus], ESTs, 
Weakly similar to mitogen activated protein 
kinase kinase kinase 1 [Rattus norvegicus] 
[R.norvegicus], mitogen activated protein 
kinase kinase kinase 1, mitogen activated 
protein kinase kinase kinase 2, mitogen 
activated protein kinase kinase kinase 3, 
mitogen-activated protein kinase kinase 
kinase 1, mitogen-activated protein kinase 

kinase Irinaqp 3 __ 
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SEQ < 

ID 

NO. 


3LGC 
D NO. 


SenBank / 
tec or 
RefSeqID 
Mo. 


Model Code 

' : • : 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


3583 


3902 


NMJ22516 


ss 




ESTs, Moderately similar to S15552 
polypyrimidine tract-binding protein 1 - rat 

r\,nOi VcyiuUoJ, Lulo, VvcdMy annual \SJ 

S1 5552 polypyrimidine tract-binding protein 
1 - rat [R.norvegicus], Mus musculus, 
Similar to regulator of differentiation (in S. 
pombe) 1 , clone MGC: 1 1 742 
IMAGE:3969488, mRNA, complete cds, 
RIKEN cDNA 2810036L13 gene, 
heterogeneous nuclear ribonucleoprotein L, 
polypyrimidine tract binding protein 1 , J 
polypyrimidine tract binding protein 2 


1472 


24239 


AI013781 | 


d 




ESTs, Moderately similar to S19586 N- 
methyl-D-aspartate receptor glutamate- 
Dinoing cnain - rat |K.norvegicusj, to i s, 
Weakly similar to S19586 N-methyl-D- 
aspartate receptor glutamate-binding chain - 
rat [R.norvegicus], RIKEN cDNA 
1 1 10025J15 gene, RIKEN cDNA 
2310061B02 gene, RIKEN cDNA 
2900002L20 gene, RIKEN cDNA 
4930500J03 gene, Rattus norvegicus neural 
membrane protein 35 mRNA, complete cds, 
testis enhanced gene transcript (BAX 
mWih;wi\ , ,.- 


2738 


14879 


AI236200 


ee 




ESTs, Moderately similar to S38965 
mannosyl-oligosaccharide 1,2-alpha- 
mannosidaseTH.sapiensl 


*t I /O 


9^9 


NAZI 1 T^9^ 


H 
u 




FJ^T<5 Mnriprafplv similar to £47073 finnpr 

protein HZF2, Krueppel-reiated [H.sapiens], 
ESTs, Weakly similar to zinc finger protein 
93 homolog; zinc finger protein homologous 
to 2fp93 in mouse; zinc finger protein 
homologous to mouse Zfp93 [Homo 
sapiens] [H.sapiens], KRAB zinc finger 
protein (Mzf22), zinc finger protein 111, zinc 
linger proiein od4a, zinc linger proiein 
354B, zinc finger protein 93 homolog 


691 


24179 


AA893091 


nn, tt 




ESTs, Moderately similar to S47073 finger 
protein HZF2, Krueppel-reiated [H.sapiens], 
ESTs, Weakly similar to A48830 probable 
transcription regulator NT fin12 - mouse 
[M.musculus], expressed sequence 
AI467481, zinc finger protein 354A, zinc 
finger protein 354B, zinc finger protein 40, 
zinn finoRr nrnfein 43 (HTFfi) 
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SEQ 

IDt 
NO. 


GLGC 
ID NO. 


GenBank 
Acc.br 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene • 
Nanie ; 


Human Homologous Cluster Title 


2023 


8924 


AI137283 


z 




ESTs, Moderately similar to S47073 finger 
protein HZF2, Krueppekelated [H.sapiens], 
ESTs, Weakly similar to TC17 MOUSE 
TRANSCRIPTION FACTOR 17 
M.musculus], expressed sequence 
AI875089, hypermethylated in cancer 2, 
zinc finger protein 354A, zinc finger protein 
354B 


2670 


17210 


AI233746 


PP 




ESTs, Moderately similar to SC14_HUMAN 
SEC14-LIKE PROTEIN [H.sapiens], 
KIAA0420 gene product, SEC14-like 1 (S. 
cerevisiae), SEC14-like 2 (S. cerevisiae), 
chromosome 20 open reading frame 45 


2527 


13879 


AI230004 


00 




ESTs, Moderately similar to T00374 
hypothetical protein KIAA0648 [H.sapiens], 
KIAA0648 protein, androgen-induced 
prostate proliferative shutoff associated 
Drotein 


939 


21911 


M943610 


s 




ESTs, Moderately similar to T08795 
hypothetical protein DKFZp586J1 822.1 
[H.sapiensl 


3475 


2439 


NM_019277 


m, ss 


- 


ESTs, Moderately similar to T09221 exocyst 
complex protein Sec15 - rat [R.norvegicus], 
Homo sapiens rsec15-like protein mRNA, 
partial cds, Mus muscuius, Similar to SEC15 
(S. cerevisiaeHike, clone MGC:30428 
IMAGE:2631201, mRNA, complete cds, 
RIKEN cDNA4930569O18gene, SEC15 
(S. cerevisjae)-like, SEC15 homolog (S. 

rfirfivisiafi^ 5^rt.1 fiR nrntein 


1052 


22596 


AA955298 


c 




ESTs, Moderately similar to T46637 
transcription factor 1, neural - rat 
[R.norvegicus], ESTs, Weakly similar to 
A35804 nucleolin [H.sapiens], Homo 
sapiens mRNA; cDNA DKFZp434E0922 
(from clone DKFZp434E0922), Mus 
muscuius 10, 1 1 days embryo whole body 
cDNA, RIKEN full-length enriched library, 
clone:2810003H8:myelin transcription factor 
1 -like, full insert sequence, myelin 
. trangnrintinn farfnr 1-likp nnrfphlin 
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SEQ 

Id 

NO. 


GLGC 
D NO. 

■ 


SenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 

• 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4180 


10660 


NM J 33423 


r,w 


■ 


ESTs, Moderately similar to T46637 
transcription factor 1 , neural - rat 
Rnorvegicus], Homo sapiens mRNA; cDNA 
DKFZp434E0922 (from done j 
DKFZr>434E09221 Mus musculus 10 11 
days embryo whole body cDNA, RIKEN full- 
length enriched library, 
c!one:281 000311 8:myelin transcription factor 
1-like, full insert sequence, myelin 

frpnsrrintinn fantnr 


4456 


22424 


X67788 


z, gg, hh 




ESTs, Moderately similar to T47177 
hypothetical protein DKFZp762H157.1 
fH.saDiensl. villin 2, viliin 2 (ezrin) 






NM_1 38549 


X 




ESTs, Moderately similar to T50638 
synaptic glycoprotein SC2 [Ksapiens], 
ESTs, Weakly similar to T50638 synaptic 
glycoprotein SC2 [H.sapiens], expressed 
sequence AI173355, glycoprotein, synaptic 
2, steroid 5 alpha-reductase 2, steroid 5 
alpha-reductase 2-like, steroid 5-alpha- 
reductase 2, steroid-5-alpha-reductase, 
alpha polypeptide 2 (3-oxo-5 alpha-steroid 
delta 4-dehydrogenase alpha 2) 






NM J 38549 


e, x 




ESTs, Moderately similar to T50638 
synaptic glycoprotein SC2 [Ksapiens], 
ESTs, Weakly similar to T50638 synaptic 
glycoprotein SC2 [H.sapiens], expressed 
sequence ATI73355, glycoprotein, synaptic 
2, steroid 5 alpha-reductase 2, steroid 5 
alpha-reductase 2-like, steroid 5-alpha- 
reductase 2, steroid-5-aIpha-reductase, 
alpha polypeptide 2 (3-oxo-5 alpha-steroid 
delta 4-dehydrogenase alpha 2) 


3108 


1514 


NM_012678 


b,t 




ESTs, Moderately similar to 
TROPOMYOSIN 5, CYTOSKELETAL TYPE 
fM.musculusl. tropomyosin 4 
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SEQ 

ID 

NO. 


GLGC 


GenBank 
Ace. or . ( „ . 
RefSeq ID ; 
No. 


Model Code 


Human Homologous Gene 
Name . 


Human Homologous Cluster Title 

■ ■ ■ •>• zyr ... • - 


3804 


14633 


NM_031533 


b. 1, s, 
General, vv 




ESTs, Moderately similar to UDB5 MOUSE 
UDP-GLUCURONOSYLTRANSFERASE 
2B5 PRECURSOR, MICROSOMAL 
[M.musculus], Mus musculus, Similar to 
UDP glycosyltransferase 2 family, 
polypeptide B4, clone MGC:37823 
IMAGE:5098890, mRNA, complete cds, 
RIKEN cDNA 1300012D20 gene, UDP 
glycosyltransferase 2 family, polypeptide 
B17, UDP-glucuronosyltransferase 2 family, 
member 5, expressed sequence AA986709 


3922 


17805 


NMJ)31980 


b, General, 
gg, hh, w 


• 


ESTs, Moderately similar to UDB5 MOUSE 
UDP-GLUCURONOSYLTRANSFERASE 
2B5 PRECURSOR, MICROSOMAL 
[M.musculus], Mus musculus, Similar to 
UDP glycosyltransferase 2 family, 
polypeptide B4, clone MGC:37823 
IMAGE.5098890, mRNA complete cds, 
RIKEN cDNA 1 30001 2D20 gene, UDP 
glycosyltransferase 2 family, polypeptide 
B17, UDP-glucuronosyltransferase 2 family, 
member 5, expressed sequence AA986709 


3922 


17806 


NMJ331980 


General, ii, II 




ESTs, Moderately similar to UDB5 MOUSE 
UDP-GLUCURONOSYLTRANSFERASE 
2B5 PRECURSOR, MICROSOMAL 
[M.musculus], Mus musculus, Similar to 
UDP glycosyltransferase 2 family, 
polypeptide B4, done MGC:37823 
IMAGE:5098890, mRNA, complete cds, 
RIKEN cDNA 130001 2D20 gene, UDP 
glycosyltransferase 2 family, polypeptide 
B17, UDP-glucuronosyltransferase 2 family, 
member 5, expressed sequence AA986709 
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SEQ 
ID 

NO:; 


GLGC 
ID NO, 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene . 
Name 


Human Homologous Cluster Title 


4321 


14632 


NMJ53314 


f, uu 




ESTs, Moderately similar to UDB5 MOUSE 
UDP-GLUCURONOSYLTRANSFERASE 
2B5 PRECURSOR, MICROSOMAL 
[M.musculus], Mus musculus, Similar to 
uur giycosyiuansi erase l xamiiy, 
polypeptide B4, clone MGC:37823 
IMAGE:5098890, mRNA, complete cds, 
RIKEN cDNA 1 30001 2D20 gene, UDP 
glycosyltransferase 2 family, polypeptide 
B17, UDP-glucuronosyltransferase 2 family, 
member 5, expressed sequence AA986709 


4321 


14346 


NMJ53314 


b, I. J, 

General, qq, 

W, WW 




ESTs, Moderately similar to UDB5 MOUSE 
UDP-GLUCURONOSYLTRANSFERASE 
2B5 PRECURSOR, MICROSOMAL 
[M.musculus], Mus musculus, Similar to 
uur giycosyiiransierase c ramiiy, 
polypeptide B4, clone MGC:37823 
iMAGE:5098890, mRNA, complete cds, 
RIKEN cDNA 1300012D20 gene, UDP 
glycosyltransferase 2 family, polypeptide 
B17, UDP-glucuronosyltransferase 2 family, 
member 5, expressed sequence AA986709 


4321 


14347 


NMJ53314 


b, General, 
w 




ESTs, Moderately similar to UDB5 MOUSE 
UDP-GLUCURONOSYLTRANSFERASE 
2B5 PRECURSOR, MICROSOMAL 
[M.musculus], Mus musculus, Similar to 
UDP alvco^vltran^fpra^p *) familv 
polypeptide B4, clone MGC:37823 j 
IMAGE:5098890, mRNA, complete cds, ! 
RIKEN cDNA 1 30001 2D20 gene. UDP 
glycosyltransferase 2 family, polypeptide 
B17, UDP-glucuronosyltransferase 2 family, 
member 5, expressed sequence AA986709 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4368 


1537 


U27518 


ss 




ESTs, Moderately similar to UDB5 MOUSE 
UDP-GLUCURONOSYLTRANSFERASE 
2B5 PRECURSOR, MICROSOMAL 
[M.muscuius], Mus muscuius, Similar to 
UDP glycosyltransferase 2 family, 
polypeptide B4, clone MGC:37823 
!MAGE:5098890, mRNA, complete cds, 
RIKEN cDNA 1300012D20 gene, UDP 
glycosyltransferase 2 family, polypeptide 
B17, UDP-glucuronosyltransferase 2 family, 
member 5, expressed sequence AA986709 


1975 


18466 


AI111828 


00 




ESTs, Moderately similar to Y196JHUMAN 
HYPOTHETICAL PROTEIN KIAA0196 
[H.sapiens], Homo sapiens cDNA FLJ32440 
fis, clone SKMUS2001492, KIAA0196 gene 
product 


433 


23301 


AA859975 


w 




ESTs, Weakly similar to 2-oxoglutarate 
carrier [Rattus norvegicus] [R.norvegicus], 
solute carrier family 25 (mitochondrial 
carrier; adenine nucleotide translocator), 
member 1 0, solute carrier family 25 
(mitochondrial carrier; oxoglutarate carrier), 
member 11 


3646 


23976 


NMJ)23104 


ii 




ESTs, Weakly similar to acetyl-CoA 
synthetase [Homo sapiens] [H.sapiens], 
RIKEN cDNA 221 0408B16 gene, acetyl- 
Coenzvme Arsvnthetase 1 (AMP formina) 


3517 


18727 


NM.021577 


g,m 




ESTs, Weakly similar to argininosuccinate 
lyase [Rattus norvegicus] [R.norvegicus] t 
argininosuccinate lyase 


3694 


1995 


NMJ)30850 


d, h, uu 




ESTs, Weakly similar to betaine- 
homocysteine methyltransferase [Rattus 
norvegicus] [R.norvegicus], Mus muscuius 
adult male testis cDNA, RIKEN full-length 
enriched library, clone:4930572N12:betaine- 
homocysteine methyltransferase, full insert 
sequence, betaine-homocysteine 
methyltransferase, betaine-homocysteine 

mfithvltransffirasA 9 


4094 


17279 


NMJ>53977 


t, mm 




ESTs, Weakly similar to cadherin17 
[Rattus norvegicus] [Rnorvegicus], cadherin 
16, cadherin 16, KSP-cadherin, cadherin 17, 
cadherin 17, LI cadherin (liver-intestine) 
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SEQ 
ID 

NO - 


GLGC 
ID NO. 


GenBank 1 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4094 . 


17280 


NM.053977 


mm 




ESTs, Weakly similar to cadherin 17 
Rattus norvegicus] [R.norvegicus], cadherin 
16, cadherin 16, KSP-cadherin, cadherin 17, 
cadherin 17, LI cadherin (liver-intestine) i 


2982 


25389 


L41684 


II 




ESTs, Weakly similar to cadherin EGF LAG 
seven-pass G-type receptor [Mus musculus] 
M.musculus], FAT tumor suppressor 
homoloa 1 fDrosonhila\ Fta3 orotein 
cadherin 23 (otocadherin), calsyntenin 1, 
calsvntenin 2 


4218 


2641 


NMJ34408 


w, General 




ESTs, Weakly similar to cadherin EGF LAG 
seven-pass G-type receptor [Mus musculus] 
M.musculus], KIAA1828 protein, cadherin 

cadherin EGF LAG seven-pass G-type 
receDtor 3 


3547 


20248 


NM_022205 


y 




ESTs, Weakly similar to CXC chemokine 
receptor [Rattus norvegicus] [R.norvegicus], 
G protein-coupled receptor, chemokine (C-X 

O mntift rpnpntor 4 ffijRin\ nhpmnktnp fO-X- 

C) receptor 4 


3547 


20249 


NM.022205 


tt 




ESTs, Weakly similar to CXC chemokine 
receptor [Rattus norvegicus] [R.norvegicus], 
G protein-coupled receptor, chemokine (C-X 
C motif), receptor 4 (fusin), chemokine (C-X- 
C) receptor 4 


1082 


23747 


M956329 


gg, hh 




ESTs, Weakly similar to delta-6 fatty acid 
desaturase [Rattus norvegicus] 
[R.norvegicus], delta-6 fatty acid 
desaturase, expressed sequence AI464531, 
fatty acid desaturase 2, fatty acid 
desaturase 3 


2384 


12408 


AI178762 


qq 




ESTs, Weakly similar to delta-6 fatty acid [ 
desaturase [Rattus norvegicus] 
[R.norvegicus], delta-6 fatty acid 
desaturase, expressed sequence AI464531, 
fatty acid desaturase 2, fatty acid 
desaturase 3 



BNSOOCID: <WO 0306S993A2_I_> 



WO 03/065993 PCT/US03/03482 



561 



TABLE 2 ■ y*. . ^ ^ Attorney Docket No. 44921 -511 3W0 
^ v - Document No. 1926271. 2 


SEQ 

ib 

NO. 


GLGC 

ID NO; 


GenBank 
Acc. or 
RefSeqib 
NO. 


Model Code 


Human Homologous Gene v 
Name - v 


Human Homologous Cluster Title f- 


3914 


22301 


NM_031967 


d 




ESTs, Weakly similar to development- 
related protein [Rattus norvegicus] 
tR.norvegicus], Mus musculus, Similar to 
NDRG family, member 4, done MGC:7067 
IMAGE:31 56802, mRNA, complete cds, N- 
myc downstream regulated 1, N-myc 
downstream regulated 2, N-myc 
downstream regulated 3, N-myc 

rinwn.QtrPam rPnnlateH nt>nt> 1 


4193 


16993 


NM_1 33583 


a, d, m 




ESTs, Weakly similar to development- 
related protein [Rattus norvegicus] 
[R.norvegicus], Mus musculus, Similar to 
NDRG family, member 4, clone MGC:7067 
IMAGE:31 56802, mRNA, complete cds, N- 
myc downstream regulated 2, N-myc 
downstream regulated 3, N-myc 
downstream regulated gene 1, RIKEN cDNA 
1 1 10025J03 gene, development-related 

nrntpin 


4193 


15029 


NM_1 33583 


00 




ESTs, Weakly similar to development- 
related protein [Rattus norvegicus] 
[R.norvegicus], Mus musculus, Simitar to 
NDRG family, member 4, clone MGC:7067 
IMAGE:31 56802, mRNA, complete cds, N- 
myc downstream regulated 2, N-myc 
downstream regulated 3, N-myc 
downstream regulated gene 1, RIKEN cDNA 
1 1 10025 J03 gene, development-related 

nrntpin — 


3523 


19173 


NMJ21661 


n 




ESTs, Weakly similar to G alpha interacting 
protein [Rattus norvegicus] [R.norvegicus], 
regulator of G-protein signaling 17, regulator 
of G-protein signaling 19, regulator of G- 
protein signaling 20, regulator of G-protein 
signalling 19, regulator of G-protein 
signalling 20 


567 


6967 


AA891810 


PP 




ESTs, Weakly similar to g1-related zinc 
finger protein [Mus musculus] [M.musculus], 
Homo sapiens, clone IMAGE:3956746, 
mRNA, partial cds, g1-related zinc finger 
protein, similar to RIKEN cDNA 
1300002C13 


567 


6968 


AA891810 


q, x ( ss 




ESTs, Weakly similar to g1 -related zinc 
finger protein [Mus musculus] [M.musculus], 
Homo sapiens, clone IMAGE:3956746, 
mRNA, partial cds, g 1 -related zinc finger 
protein, similar to RIKEN cDNA 
1300002C13 
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SEQ 

ID ; 

NO; 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name , 


Human Homologous Cluster Title 


3623 


24458 


NM.022706 


b 




ESTs, Weakly similar to GABA(A) receptor- 
associated protein like 2; ganglioside 
expression idoiui l [rxduuo i iui v t?y i \mz>\ 
[R.norvegicus], GABA(A) receptor- 
associated protein, GABA(A) receptor- 
associated protein like 1, GABA(A) receptor- 
associated protein like 2, GABA(A) receptor- 
associated, protein-like 2, GABA(A) 
receptors associated protein like 3, gamma- 
aminobutyric acid (GABA(A)) receptor- 
associated protein-like 1 , gamma- 
aminobutyric acid receptor associated 

nrnfoin 


\OOJ 










to i s, vveaKiy similar to nypoineucai 
protein [Homo sapiens] [H.sapiens] 


2752 


7691 


AI236611 


v, x, bb 




ESTs, Weakly similar to isopentenyl- 
diphosphate delta isomerase [Rattus 
norvegicus] [R.norvegicus], Mus musculus, 
Similar to isopentenyl-diphosphate delta 
isomerase, clone MGC:8139 
IMAGE:3589498, mRNA, complete cds, 
diphosphate dimethylallyl diphosphate 
isomerase 2, isopentenyl-diphosphate delta 

isnmprasa 


3993 


1058 


NMJ53539 


d, o, q.vj, 
PP 




ESTs, Weakly similar to isopentenyl- 
diphosphate delta isomerase [Rattus 
norvegicus] [R.norvegicus], Mus musculus, 
Similar to isopentenyl-diphosphate delta 
isomerase, done MGC:8139 
IMAGE:3589498, mRNA, complete cds, 
diphosphate dimethylallyl diphosphate 
isomerase 2, isopentenyl-diphosphate delta 

isnmprasp 


4157 


3880 


NM_1 30749 


bb 




ESTs, Weakly similar to MAP/microtubule 
affinity-regulating kinase 3; ELKL motif 
kinase 2 long form [Mus musculus] I 
[M.musculus], MAP/microtubule affinity- 
regulating kinase 3, Mus musculus, clone 
MGC:36574 IMAGE: 5098034, mRNA, 
complete cds, PAS domain containing 
serine/threonine kinase, serine/threonine 

kinasP 99C. fcnprminnpnp*k a<5«?nriafpHV 
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SEQ 
ID 

NO, 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4026 


20951 


NMJ353651 


nn 




ESTs, Weakly similar to NK2 transcription 
factor related, locus 5 (Drosophila) [Rattus 
norvegicus] [R.norvegicus], H6 homeo box 
1, NK2 transcription factor related, locus 3 
(Drosophila), NK2 transcription factor 
related, locus 5 (Drosophila), bagpipe 
homeobox gene 1 homoiog (Drosophila), 
bagpipe homeobox homoiog 1 (Drosophila), 

rarriian-snprifin hnmpn hnv 


3716 


16560 


NM_031020 


t 




ESTs, Weakly similar to p38 mitogen 
activated protein kinase [Rattus norvegicus] 
[R.norvegicus], mitogen activated protein 
kinase 14, mitogen-activated protein kinase 
1 1 , mitogen-activated protein kinase 1 4 


3716 


16562 


NMJ33102O 


I. P, ss, uu 




ESTs, Weakly similar to p38 mitogen 
activated protein kinase [Rattus norvegicus] 
[Rnorvegicus], mitogen activated protein 
kinase 14, mitogen-activated protein kinase 
11, mitogen-activated protein kinase 14 


3716 


16564 


NM_031020 


U 




ESTs, Weakly similar to p38 mitogen 
activated protein kinase [Rattus norvegicus] 
[Rnorvegicus], mitogen activated protein 
kinase 14, mitogen-activated protein kinase 
11, mitogen-activated protein kinase 14 


3716 


16565 


NIW 031020 


t 




ESTs, Weakly similar to p38 mitogen 
activated protein kinase [Rattus norvegicus] 
[R.norvegicus] ( mitogen activated protein 
kinase 14, mitogen-activated protein kinase 
11, mitogen-activated protein kinase 14 


3923 


15265 


NMJ331981 


P, w, ff 




ESTs, Weakly similar to p47 [Homo 
sapiens] [H.sapiens], RIKEN cDNA 
3110003A22aene 


4259 


17115 


NM_1 38905 


I. m, 

General, kk 




ESTs, Weakly similar to phosphatide acid 
phosphatase type 2B [Mus musculus] 
[M.musculus], phosphatidate 
phosphohydrolase type 2a, phosphatide 
acid phosphatase 2a, phosphatide acid 
phosphatase type 2A, phosphatide acid 
phosphatase type 2B, phosphatidic acid 
phosphatase type 2C, phosphatidic acid 
nhnsnhfliasa Jvnfi 7r 
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NO. 


GLGC 
ID NO. 


GenBank 
Acc.br 
RefSeqiD 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


478 


14951 


AA875037 


y 




ESTs, Weakly similar to plasminogen 
activator inhibitor 2 type A [Rattus 
norvegicus] [Rnorvegicus], Mus musculus 
SPI3C (Serpinb6c) mRNA, complete cds, 
expressed sequence AI876477, expressed 
<;pniipnriP C76171 nla^minoaen activator 
inhibitor 2 type A, serine (or cysteine) 
proteinase inhibitor, clade B (ovalbumin), 
member 2, serine (or cysteine) proteinase 
inhibitor, clade B (ovalbumin), member 6, 
serine (or cysteine) proteinase inhibitor, 
clade B (ovalbumin), member 9, serine 
protease inhibitor 16 


3502 


24066 


NM.019384 


d, kk 




ESTs, Weakly similar to Ser/Arg-related 
nuclear matrix protein; plenty-of-prolines- 
101; serine/arginine repetitive matrix protein 
1 [Mus musculus] [M.musculus], ESTs, 
Weakly similar to A35938 profilaggrin 
[H.sapiens], ESTs, Weakly similar to 
A55817 cyciin-dependent kinase p1 30- 
PITSLRE - mouse [M.musculus], Mus 
musculus, Similar to hypothetical protein 
MGC13125, done MGC:38070 
liviAoc.DZOzooo, mKiNA, complete cos, 
expressed sequence AI480556, expressed 
sequence AW742389, glucocorticoid- 
induced gene i, serine arginine-rich pre- 
mRNA splicing factor SR-A1 , serine/arginine 
repetitive matrix 1, serine/arginine repetitive 
matrix 2, splicing factor, arginine/serine-rich 
2, interacting protein 


3878 


16624 


NMJJ31751 


k 




ESTs, Weakly similar to SH3/ankyrin 
domain gene 3; Shank3b protein [Mus 
musculus] [M.musculus], ESTs, Weakly 
similar to PRP3 MOUSE PROLINE-RICH 
PROTEIN MP-3 [M.musculus], HLA-B 
associated transcript 8, SH3/ankyrin domain 
gene 3, ankyrin repeat and SOCS box- 
containing 16, hypothetical protein 

PI .l?94?7 


4152 


6909 


NMJ30413 


qq 




ESTs, Weakly similar to SKAP55 
hpmologue; Src-associated adaptor protein 
[Mus musculus] [M.musculus], SH3-domain 
binding protein 2, src family associated 
phosphoprotein 1 , src family associated 
DhosDhoDrotein 2 
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NO.: ; 


GLGC 
ID NO. 


GenBank^ 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


3622 


24423 


NM.022703 


m, r, gg, hh, 
PP 




ESTs, Weakly similar to small glutamine- 
rich tetratricopeptide repeat (TPR) 
containing protein (SGT) [Rattus 
norvegicus] [R.norvegicus], ESTs, Weakly 
similar to PPP5 MOUSE 
SERINE/THREONINE PROTEIN 
PHOSPHATASE 5 [M.musculus], ESTs, 
Weakly similar to T08782 hypothetical 
protein DKFZp586N 1020.1 [H.sapiens], Mus 
musculus, clone MGC:27660 
IMAG&4527683, mRNA, complete cds, 
RIKEN cDNA 2310015L07 gene, RIKEN 
cDNA 5330427H01 gene.STIPI homology 
and U-Box containing protein 1, protein 
phosphatase 5, catalytic subunit, small 
giutamine-rich tetratricopeptide repeat 
(TPR)-containing, sperm associated antigen 
1, stress-induced-phosphoprotein 1 

n I — -rr\ n t r>rt t ; „ „„_'i„:„\ 


3926 


19768 


NM_031986 


PP 




ESTs, Weakly similar to syntenin [Rattus 
norvegicus] [R.norvegicus], syndecan 
binding protein, syndecan binding protein 
(syntenin), syndecan binding protein 
(syntenin) 2 


1373 


12310 


AI010362 


gg, hh 




ESTs, Weakly similar to. vasopressin- 
activated calcium-mobilizing receptor 
protein [Rattus norvegicus] [Rnorvegicus], 
RIKEN cDNA 4921514120 gene, cullin 1. 
cullin 2, cullirh4B, cullin 5, vasopressin- 
activated calcium-mobilizing receptor 
Drotein 


4059 


20421 


NM_053821 


a, w 




ESTs, Weakly similar to v-ral simian 
leukemia viral oncogene homolog B (ras 
related) [Rattus norvegicus] [R.norvegicus]i 
v-ral simian leukemia viral oncogene 
homolog B (ras related), v-ral simian 
leukemia viral oncogene homolog B (ras 
related: GTP bindina cratein^ 


3418 


520 


NM_017345 


n 




ESTs, Weakly similar to 141 1301 A neural 
adhesion mol L1 [M.musculus], cell 
adhesion molecule with homology to L1CAM 
(close homolog of L1), close homolog of L1 



VSDOCID: <WO O3065993A2J_> 



WO 03/065993 



PCT/US03/03482 



566 



TABLE 2 / 






Attorney Docket No. 44921-5113WO 
Document No. 1926271.2 


SEQ 
in 

NO. 


GLGC ( 

L#. riVJ. i 


SenBank 
tec. or 
RefSeqID 
No. 


Model Code 

• 

<• 


hluman Homologous Gene 

Maine 


hluman Homologous Cluster Title 


282 


7749 t 


M848804 J 


V . 


• 


ESTs, Weakly similar to 1607338A 
transcription factor BTF3a [Ksapiens], Mus 
musculus, basic transcription factor 3, clone 
MGC:6799 IMAGE:2648048, mRNA, 
complete cds, RIKEN cDNA 1700054E11 
gene, RIKEN cDNA 5730434I03 gene, basic 
transcription factor 3 


3249 


20150 


NMJM3135 


00 




ESTs, Weakly similar to 1615347A ras p21 

Ol rdoc oOUvdluiy fJIUlGm [IvLIIIUoUUIUoj, 

ESTs, Weakly similar to SH2/SH3 adaptor 
Drotein [M.musculus], Mus musculus, 
Similar to RAS p21 protein activator, clone 
MGC:7759 IMAGE:3498774, mRNA, 
complete cds, RAS p21 protein activator 
GTPase activating protein) 1, dual adaptor 
for phosphotyrosine and 3- 

nhnpnhoinosifiHaQ 1 


3701 


8815 


NM_030991 


ff 




ESTs, Weakly similar to 2122252A Lasp-1 
protein [Ksapiens], LIM and SH3 protein 1, 

Dlk'PM onMA 19nnnn7O01 nana 

Kii\tiN cuiNM izuuuu/ij/i gene 


470 


16146 


AA874934 


y 




ESTs, Weakly similar to A Chain A, The C2b 
Domain Of Rabphilin: Structural Variations 
In A Janus-Faced Domain [R.norvegicus], 
Homo sapiens mRNA for FLJ00210 protein, 
double C2, beta, double C2-like domains, 
alpha, expressed sequence A1854876, likely 
ortholog of mouse rabphilin 3A 


3366 


18445 


NM_O17220 


y 




ESTs, Weakly similar to A26882 plL2 
hypothetical protein - rat [R.norvegicus], 
ESTs, Weakly similar to AF191020 1 E2IG5 
[Hsapiens], RIKEN CDNA2310056P07 

nana PIIIPK) rfiMA Q4^nH7?Wnft nana 

gene, r\ir\ciN cunm y^ouur oinuo gene, 
hypothetical protein, estradiol-induced 


4304 


1798 


NMJ45779 


a, d.m/uu, 
w 




ESTs, Weakly similar to A2MG MOUSE 
ALPHA-2-MACROGLOBULIN 
PRECURSOR [M.musculus], Mus musculus 
GPl-anchored alpha-2 macroglobulin- 
related protein mRNA, complete cds, alpha- 
2-rnacroalobulin 


3030 


1138 


M76740 


cc 




ESTs, Weakly similar to A39321 mucin - rat 
[R.norvegicus], mucin 17, mucin 3, 
intestinal, mucin 3B, silver 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc.br 
RefSeqlb 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title . 

: •• 


2145 


15403 


AI170714 


m, dd 




ESTs, Weakly similar to A40389 translation 
elongation factor eEF-1 alpha chain (clone 
pS1) - rat [Rnorvegicus], HBSI-like (S. 
cerevisiae), Hbs1-like (S. cerevisiae), Homo 
sapiens mRNA full length insert cDNA clone 
EUROIMAGE 1657957, RIKEN cDNA 
4930594C11 gene, Tu translation 
elongation factor, mitochondrial, eukaryotic 
translation elongation factor 1 alpha 2 


2247 


15404 


AI175760 


dd 




ESTs, Weakly similar to A40389 translation 
elongation factor eEF-1 alpha chain (clone 
pS1) - rat [R.norvegicus], HBSI-like (S. 
cerevisiae), Hbsl-Hke (S. cerevisiae), Homo 
sapiens mRNA full length insert cDNA clone 
EUROIMAGE 1657957, RIKEN cDNA 
4930594C11 gene, Tu translation 
elongation factor, mitochondrial, eukaryotic 
translation elongation factor 1 alpha 2 


3040 


2694 


M92340 


rr 




ESTs, Weakly similar to A44257 interleukin- 
6 signal transducing molecule gp130 - rat 
[R.norvegicus], Mus mgsculus mRNA for 
cytokine receptor NR10, complete cds, 
colony stimulating factor 3 receptor 
(granulocyte), cytokine receptor-like factor 
1 . interleukin 1 2 receDtor beta 2 interleukin 
6 signal transducer, interleukin 6 signal 
transducer (gp1 30, oncostatin M receptor) 


834 


4931 


AA924261 


00 




ESTs, Weakly similar to A44468 26S 
proteasome regulatory chain 4 [H.sapiens] 


2556 


20055 


AI230762 


rr 




ESTs, Weakly similar to A53742 calponin, 
acidic - rat lR.norvegicus], Homo sapiens, 
clone IMAGE:4669781. mRNA, partial cds 


1122 


8430 


AA964033 


t 




ESTs, Weakly similar to A54691 octamer- 
binding protein NonO - mouse 
[M.musculus], ESTs, Weakly similar to 
PSFJiUMAN PTB-ASSOCIATED 
SPLICING FACTOR [H.sapiens], RIKEN 
CDNA9030402K04 gene, non-POU-domain- 
containing, octamer binding protein, splicing 
factor proline/glutamine rich (polypyrimidine 
tract binding protein associated) 
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SEQ 
ID 

NO, 


GLGG 
ID NO.. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name' 


Human Homologous Cluster Title 


1269 


8426 


AF036335 


PP 


■ 


ESTs, Weakly similar to A54691 octamer- 

JiJiuiiiy piuimi) iNuiiv^ uiuuoe 

M.musculus], ESTs, Weakly similar to 
PSFJiUMAN PTB-ASSOCIATED 
SPLICING FACTOR [H.sapiens], RIKEN 
cDNA 9030402K04 gene, non-POU-domain- 
containing, octamer binding protein, splicing 
factor proline/glutamine rich (polypyrimidine 
tract binding protein associated) 


1269 


8427 


AF036335 


PP 


/ 


ESTs, Weakly similar to A54691 octamer- 
Dinuing protein iMonw - mouse 
M.musculus], ESTs, Weakly similar to 
PSFJHUMAN PTB-ASSOCIATED 
SPLICING FACTOR [H.sapiens], RIKEN ! 
cDNA 9030402K04 gene, non-POU-domain- 
containing, octamer binding protein, splicing 
factor proline/glutamine rich (polypyrimidine 
tract binding protein associated) 


1352 


8431 


AI009761 


y 




ESTs, Weakly similar to A54691 octamer- 
Dinamg protein iNonu - mouse 
[M.musculus], ESTs, Weakly similar to 
PSFJHUMAN PTB-ASSOCIATED 
SPLICING FACTOR |n.sapiensj, KIKhN 
cDNA 9030402K04 gene, non-POU-domain- 
containing, octamer binding protein/splicing 
factor proline/glutamine rich (polypyrimidine 
tract binding protein associated) 


136 


17997 


AA800671 


h, p, w, 
General 




ESTs, Weakly similar to A54854 Ras 
GTPase activating protein-related protein 
fH.sapiensl 






NMJ)19126 


u, bbj 




ESTs, Weakly similar to A54879 pregnancy- 
specific glycoprotein rnCGM3 - rat 
FR norveaicusl RIKEN cDNA 1600019C01 
gene, carcinoembryonic antigen-related cell 
adhesion molecule 1 (biliary glycoprotein), 
expressed sequence AA408604, pregnancy 
specific glycoprotein 16, pregnancy specific 
"glycoprotein 18, pregnancy specific 
glycoprotein 19, pregnancy specific 
glycoprotein pseudogene 1 
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SEQ 
ID 

no. 


GLGC 
ID NO. 


GeriBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


679 


3438 


AA892921 


r 




ESTs, Weakly similar to A55143 calpain (EC 
3.4.22.17) light chain - rat (fragment) 
[R.norvegicus], Mus musculus, Similar to 
grancalcin, EF-hand calcium binding 
protein, clone MGC:29240 IMAGE:5044040, 
mRNA, complete cds, RIKEN cDNA 
2310005G05 gene, calpain, small subunit 1, 
programmed cell death 6. sorcin 


4071 


18358 


NM_053864 


X 




ESTs, Weakly similar to A55190 transitional 
endoplasmic reticulum ATPase (EC 3.6.1.-) 
[validated] - rat [R.norvegicus], ESTs, 
Weakly similar to TRANSITIONAL 
ENDOPLASMIC RETICULUM ATPASE 
[M.musculus], Homo sapiens 
spermatogenesis associated factor (SPAF) 
mRNA comnlete cdq RIKEN rDNIA 
483341 3G10 gene, RIKEN cDNA 
4933439B08 gene, expressed sequence 
AH 95026, katanin p60 (ATPase-containing) 
subunit A1, nuclear VCP-like, peroxisome 
biogenesis factor 1 , spermatogenesis 
associated factor, valosin containing protein, 
valosin-containing protein 


3562 


695 


NM.022388 


y 




ESTs, Weakly similar to A55571 chloride 
conductance inducer Mat-8 [H.sapiens], 
FXYD domain-containing ion transport 
regulator 3, FXYD domain-containing ion 
transoort reaulator 4 


3566 


23060 


NMJ322394 


u 




ESTs, Weakly similar to A55817 cyclin- 
dependent kinase p130-PITSLRE - mouse 
[M.musculus], RIKEN cDNA 260001 1L02 
gene, RIKEN cDNA A93O036K24 gene, 
aldehyde dehydrogenase family 5, 
subfamily A1, cell division cycle 2 homolog 
(S. pombe)-like 2, expressed sequence 
AI255170. scaffold aftartimenf fer.tnr B 


2065 


19034 


AI145768 


u 




ESTs, Weakly similar to A55817 cyclin- 
dependent kinase p130-PITSLRE - mouse \ 
[M.musculus], RIKEN cDNA 260001 1L02 
gene, RIKEN cDNA A930036K24 gene, 
aldehyde dehydrogenase family 5, 
subfamily A1, cell division cycle 2 homolog 
(S. pombe)-iike 2, splicing factor, 
amininR/sfirinft-rich 11 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name ' ^ f 


Hurhah Homologous Cluster Title 


2883 


19053 


D12770 






ESTs, Weakly similar to ADT1 MOUSE 
ADP.ATP CARRIER PROTEIN, 
HEART/SKELETAL MUSCLE ISOFORM T1 
[M.musculus], Mus musculus, Similar to 
RIKEN cDNA 1700066C05 gene, clone 
MGC:28125 IMAGE:3980327, mRNA, 
complete cds, RIKEN cDNA 1700034J06 
gene, solute carrier family 25 (mitochondrial 
carrier, Aralar), member 12, solute carrier 
family 25 (mitochondrial carrier; adenine 
nucleotide translocator), member 4 


1011 


21334 


AA945753 


pp 




ESTs, Weakly similar to ANM2JHUMAN 
PROTEIN ARGININE N- 
METHYLTRANSFERASE 2 [H.sapiens], 
protein arqinine N-methvltransferase 6 


4064 


16590 


NMJ)53838 


V 




ESTs, Weakly similar to ATRIAL 

MA TP 11 IRPTfP PPPTinP RPf^PPTHR A 
INA I KlUKc I IL> rtr 1 lUtl KCUtr 1 UK A 

PRECURSOR [M.musculus], Mus 
musculus, Similar to natriuretic peptide 
receptor 2, clone IMAGE:5052434, mRNA, 
partial cds, natriuretic peptide receptor 1 , 
natriuretic peptide receptor B/guanylate 
cyclase B (atrionatriuretic peptide receptor 
B), receptor-interacting serine-threonine 


4263 


287 


NM J 39042 


XX 




ESTs, Weakly similar to ATRIAL 

NATRM IRPTIP PPPTinP RPPPPTOR A 

PRECURSOR [M.musculus], Mus \ 
musculus, Similar to natriuretic peptide 
receptor 2, clone IMAGE:5052434, mRNA, 
partial cds, RIKEN cDNA 2410077105 gene, 
natriuretic peptide receptor 1, natriuretic 
peptide receptor A/guanylate cyclase A 
(atrionatriuretic peptide receptor A) 


2867 


8107 




pp 




EST<? Wpaklv similar to ATS4 RAT 

too, vvcaMy oil i Midi iuniu l T_r\ni 

ADAMTS-4 precursor (A disintegrin and 
metalioproteinase with thrombospondin 
motifs 4) (ADAM-TS 4) (ADAM-TS4) 

fAnnro^anaca 1\ rR nrin/onifNicl Rl KPN 
^MyyicOdiidbt; \j [rx.iiui vcyiuuoj, r\ii\i-iN 

cDNA 2010109H09 gene, a dismtegrin-like 
and metalloprotease (reprolysin type) with 
thrombospondin type 1 motif, 4, properdin 

fantnr mmntempnt 


164 


19440 


AA800946 


II 




ESTs, Weakly similar to B Chain B, Crystal 
Structure Of The D1d2 Sub-Complex From 
The Human Snrnp Core Domain [H.sapiens] 
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SEQ 

ID 

NO. 


GLGC 
ID NO • 


GenBank 
Acc. or 
Ref^eq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


4179 


19326 


NMJ33419 


q, ss 




ESTs, Weakly similar to B41 182 collagen 
alpha 1(H) chain precursor [M.musculus], 
PUMA/JFY1 protein, RIKEN cDNA ! 
4933407C03 gene, RIKEN cDNA 
5730512J02 gene, dyskeratosis congenita 
1. dvskerin 


3715 


24658 


NMJ>31018 


ff 




ESTs, Weakly similar to B42026 cyclic AMP 
response element DNA-binding protein 
isoform 1 - mouse [M.musculus], Mus 
musculus, Similar to activating transcription 
factor 7, done MGC:31554 
IMAGE:4503463, mRNA, complete cds, 
activating transcription factor 2, activating 
transcription factor 7, cAMP response 

filftmfint-hinriinn nmtein HRF-RPa 


3482 


1099 


NMJ319303 


y 




ESTs, Weakly similar to C2F1_HUMAN 
CYTOCHROME P450.2F1 [H.sapiens], 
cytochrome P450 monooxygenase CYP2T1 , 
cytochrome P450, 2f2, cytochrome P450, 
subfamily HP, polypeptide 1 


4185 


1394 


NMJ33536 


l t v,xx 




ESTs, Weakly similar to C34323 GTP- 
binding protein Rab3A [H.sapiens], RAB23, 
member RAS oncogene family, RAB3A, 
member RAS oncogene family, RAB3C, 
member RAS oncogene family, hypothetical 
Drotein BC013033 


3972 


16017 


NM_053401 


a 




ESTs, Weakly similar to C35826 
hypothetical 43K protein A [H.sapiens], X- 
linked protein, brain expressed X-linked 2, 
nerve growth factor receptor (TNFRSF16) 
associated protein 1, reduced expression 3 


3972 


16018 


NM_053401 


a, J 




ESTs, Weakly similar to C35826 
hypothetical 13K protein A [H.sapiens], X- 
iinked protein, brain expressed X-linked 2, 
nerve growth factor receptor (TNFRSF16) 
associated protein 1, reduced expression 3 


3480 


24883 


NMJH9293 


e, k, u 




ESTs, Weakly similar to CAH5_RAT 
Carbonic anhydrase VA, mitochondrial 
precursor (Carbonate dehydratase VA) (CA- 
VA) [R.norvegicus], carbonic anhydrase 11, 
carbonic anhydrase 5a, mitochondrial, 
carbonic anhydrase 5b, mitochondrial, 
carbonic anhydrase VA, mitochondrial, 
carbonic anhydrase VB, mitochondrial 
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ID 
MO. 


ftl tic 
D NO. j 


UcllDalllV 

(Kcc. or 

RefSeqID 

No. 




Name 


-Juman Homnlnnon^ Cluster Titlp 


3600 


20944 


NM_022597 


m, ff t ti 




-b i s, weakly similar to oai b MUuot 
CATHEPSIN B PRECURSOR [M.musculus], 
cathepsin B 


225 


4491 


AA818798 


XX 




ESTs, Weakly similar to CATZJHUMAN 
Cathepsin Z precursor (Cathepsin X) 
Cathepsin P) [H.sapiens], cathepsin Z, 
expressed seauence AU01 981 9 | 


332 


4490 


AA851184 


ii 




ESTs, Weakly similar to CATZJHUMAN 
Cathepsin Z precursor (Cathepsin X) 
i Cathepsin P) [H.sapiens], cathepsin Z, 
expressed sequence AU019819 


2652 


10378 


AI233300 


I 




ESTs, Weakly similar to C05 MOUSE 
COMPLEMENT C5 PRECURSOR 
M.musculus], complement component 5, 
hemolytic complement 


264 


230 


AA819870 


iiu 




ESTs, Weakly similar to C09 MOUSE 
COMPLEMENT COMPONENT C9 
[M.musculus], Mus musculus, Similar to | 
complement component 8, alpha 
polypeptide, clone MGC:29381 
1MAG&5052412, mRNA, complete cds, 
RIKEN cDNA 4930439B20 gene, 
nomoiempnt oomoonent 8. beta nolvoentide 


4366 


228 


U20194 


uu 




ESTs, Weakly similar to C09 MOUSE 
COMPLEMENT COMPONENT C9 
[M.musculus], Mus musculus, Similar to 
complement component 8, alpha 
polypeptide, clone MGC:29381 
IMAGE:5052412, mRNA, complete cds, 
RIKEN cDNA 4930439B20 gene, 
mmnlfimpnt mmnnnpnt ft beta nolvnentirie 


4366 


229 


U20194 


General 


i 


ESTs, Weakly similar to C09 MOUSE 
COMPLEMENT COMPONENT C9 

fftfl mi icr*i ill lei H^iic mi ic/*i tine dmilor \ri 

[ivi.rnubcuiu&j, ivius mubuuiub, oiiiiiicu iu 
complement component 8, alpha 
polypeptide, clone MGC:29381 
IMAGE.5052412, mRNA, complete cds, 
RIKEN cDNA 4930439B20 gene, 
oomnlement comoonent 8, bets nolvneotide 


1864 


13892 


AI1 02438 


gg. hh 




ESTs, Weakly similar to cornichon 
[H.sapiens], Homo sapiens clone 24453 
mRNA sequence, RIKEN cDNA 
D530030D03 gene, cornichon homolog 
(Drpsophila), pprpichpn-like 
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SEQ 
ID 

NO. 


GLGC 
ID NO. 


GenBank 
Accor 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


1922 


20833 


AI104035 


mm 




ESTs, Weakly similar to COXG MOUSE 
CYTOCHROME C OXIDASE 
POLYPEPTIDE VIB [M.musculus], Homo 
sapiens, hypothetical gene LOC1 25965, 
clone MGC:33640 IMAGE:4827471> mRNA, 
complete cds 


4298 


1562 


NMJ45097 


, 0, X, uu 




ESTs, Weakly similar to CPl3_RAT 
CONTRAPSIN-UKE PROTEASE 
INHIBITOR 3 PRECURSOR (CPI-23) 
(SERINE PROTEASE INHIBITOR 1) (SPM) 
[R.norvegicus], serine (or cysteine) 
proteinase inhibitor, clade A (alpha-1 
antiproteinase, antitrypsin), member 4, 
serine (or cysteine) proteinase inhibitor, 
clade F (alpha-2 antiplasmin, pigment 
epithelium derived factor), member 1, serine 
protease inhibitor 2, serine protease 

mhihHor 9 rolaloH corn ion no 1 


3505 


20716 


NMJ319623 


b, I, General, 
gg, hh, II, uu 




ESTs, Weakly similar to CYP4B1 
[M.musculus], RIKEN cDNA 1810054N16 
gene, cytochrome P450, subfamily IVF, 
polypeptide 14 (leukotriene B4 omega 
hydroxylase), cytochrome P450, subfamily 
IVF, polypeptide 2, cytochrome P450, 
subfamily IVF, polypeptide 8, expressed 
sequence AW1 08534, expressed sequence 
AW1119R1 


3241 


1797 


NM_013105 


Ujj 




ESTs, Weakly similar to cytochrome P450 
3A1 3 [M.musculus], Mus musculus mRNA 
for cytochrome P450, CYP3A, complete 
cds, cytochrome P450, steroid inducible 
3a11, cytochrome P450, subfamily IIIA 
fniDhediDine oxidase^. DolvoeDtide 3 


4261 


21915 


NM J 38910 


dd 




ESTs, Weakly similar to DAD1_HUMAN 
Defender against cell death 1 (DAD-1) 
[R.norvegicus], defender against cell death 
1 


4261 


21916 


NMJ38910 • 


II 




ESTs, Weakly similar to DAD1JHUMAN 
Defender against cell death 1 (DAD-1) 
[R.norvegicus], defender against cell death 
1 
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SEQ 

id : 

NO. v 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cjuster Title 


3679 


25070 


NM_024392 


o, General 




ESTs, Weakly similar to DHB4 MOUSE 
ESTRADIOL 17 BFTA-DFHYDROGENASE 
4 [M.musculus], ESTs, Weakly similar to 
DHB4JHUMAN ESTRADIOL 17 BETA- 
DEHYDROGENASE 4 [H.sapiens], RIKEN 
cDNA 1 110029G07 gene, RIKEN cDNA 
1 70001 0M22 gene, RIKEN cDNA 
3110069K09 gene, hydroxysteroid (17-beta) 
dehydrogenase 4 


3679 


9929 


NNL024392 


p, w,ss 




ESTs, Weakly similar to DHB4 MOUSE 

FftTRAniOl 17 RFTA.nFI-r/nROftFNASF 
CO I rvrVLJlWL. 1 i DC 1 n UCfl I urxvOt-ixnut. 

4 [M.musculus], ESTs, Weakly similar to j 
DHB4.HUMAN ESTRADIOL 17 BETA- 
DEHYDROGENASE 4 [H.sapiens], RIKEN 
cDNA 1 110029G07 gene, RIKEN cDNA 
170001 0M22 gene, RIKEN cDNA 
3110069K09 gene, hydroxysteroid (17-beta) 
dehydrogenase 4 


3679 


9931 


NM_024392 


O, XX 




ESTs, Weakly similar to DHB4 MOUSE 

ccTDAnini 17 RFTA-nFHYDRnnFNA^F 

4 [M.musculus], ESTs, Weakly similar to 
DHB4JHUMAN ESTRADIOL 17 BETA- 
DEHYDROGENASE 4 [H.sapiens], RIKEN 
cDNA 1 1 10029G07 gene, RIKEN cDNA 
1700010M22 gene, RIKEN cDNA 
3110069K09 gene, hydroxysteroid (17-beta) 
dehydrogenase 4 


4024 


857 


NM_053633 


tt 




ESTs, Weakly similar to EGR2 MOUSE 
EARLY GROWTH RESPONSE PROTEIN 2 
[M.musculus], MYC-associated zinc finger 
protein (purine-binding transcription factor), 
early growth response 2, early growth 

rp^nnn^P 9 ^Krnv-9n hnmnlnn Dro^nnhil?^ 


2505 


6604 


AI229192 


XX 




ESTs, Weakly similar to FA7 MOUSE 
COAGULATION FACTOR VII 
PRECURSOR [M.musculus], coagulation 
factor IX, coagulation factor X, proline-rich 
Gla (G-carboxyglutamic acid) polypeptide 1, 
protein Z, vitamin K-dependent plasma 
nlvconrotein 
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SEQ 

ID 

NO. 


GLGC 

id no; 


GenBank „, 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name --^ 


Human Homologous Cluster Title 


460 


16013 


AA866482 






ESTs, Weakly similar to FGD1 MOUSE 
PUTATIVE RHO/RAC GUANINE 
NUCLEOTIDE EXCHANGE FACTOR 
[M.musculus], Mus musculus actin-binding 
protein frabin-alpha mRNA, complete cds, 
RIKEN CDNA5830461L01 gene, 
faciogenital dysplasia (Aarskog-Scott 
synrirnmeV fadnnftnital dysplasia hnmnlnn 


486 


20701 


AA875097 


b, m, 
General 




ESTs, Weakly similar to FIBAJRAT 
Fibrinogen alpha/alpha-E chain precursor 
[R.norveglcus], Homo sapiens clone 
HQ0582, expressed sequence AI303526, 
fibrinogen, A alpha polypeptide, fibrinogen, 
alpha polypeptide, fibrinogen, gamma 
oolvDeDtide 


4135 


23550 


NMJ580698 


f 




ESTs, Weakly similar to FMOD_HUMAN 
FIBROMODULIN PRECURSOR 
[H.sapiens], fibromodulin, fibronectin leucine 
rich transmembrane protein 1, fibronectin 
leucine rich transmembrane protein 2, 
fibronectin leucine rich transmembrane 
protein 3, hypothetical protein FLJ23447 


13/5 


15624 


AIM 0449 


qq 




ESTs, Weakly similar to FRP MOUSE 
FOLLISTATIN-RELATED PROTEIN 
PRECURSOR [M.musculus], follistatin-like, 
follistatin-Iike 1 


2325 


14083 


AI177181 


n 




ESTs, Weakly similar to FYV1 MOUSE 
FYVE FINGER-CONTAINING 
PHOSPHOINOSITIDE KINASE 
[M.musculus], MAD, mothers against 
decapentaplegic homolog (Drosophila) 
interacting protein, receptor activation 
anchor, RIKEN cDNA 1 110013H04 gene, 
myotubularin related protein 3, 
phosphatidylinositol-4-phosphate5-kinase, 

hmplll | 


1429 


20817 


AI012589 


c 




ESTs, Weakly similar to GTP_RAT 
Glutathione S-transferase P (GST 7-7) 
(Chain 7) (GST class-pi) [R.norvegicus], 
Mus musculus, clone MGC:37914 
IMAGE:51 02505, mRNA, complete cds, 
glutathione S-transferase pi, glutathione S- 
tmnfiferasfi pj 9 
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SEQ; 

IDi 

NO. 


GLGC, 
ID NO. 


GenBank ■ 
Acc. or 
RefSeqlD 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Tltle^f 








00 




CIO 1 O, VVcdKiy bill Nidi WJ I'tOr £*t £11 lo iinyei 

protein PZF - mouse [M.muscuius], Growth 
factor independent-1, expressed sequence 
AA415813, expressed sequence AI839920, 
expressed sequence AL024263, growth 
factor independent 1, growth factor 
independent 1B, growth factor independent 
1 B (potential regulator of CDKN1A, 
translocated in CML), zinc finger protein 91, 
zinc finger protein 91 homolog (mouse) 


4202 


25200 


NM J 33610 


cc 




ESTs, Weakly similar to 148912 potassium 
channel subunit - mouse [M.musculus], 
potassium channel protein erg3, potassium 
voltage-gated channel, subfamily H (eag- 
relatedV member 1 


4147 


11421 


NM J 30405 


W, tt 




ESTs, Weakly similar to 149140 p62 ras- 
GAP associated phosphoprotein - mouse 
[ivi.muscuiusj, nomo sapiens oamoo-iiKe 
mammalian protein 1 (SLM1) mRNA, 
complete cds, KH domain containing, RNA 
binding, signal transduction associated 1, 
homolog of mouse quaking QKI (KH domain 
RNA hindinn nmfeinV nnakino 


1213 


3746 


AA998268 


b, bb 




ESTs, Weakly similar to 153171 pantophysin 
[H.sapiens], RIKEN cDNA 1500003F20 
gene, Synaptophysin, mitsugumin 29, 
pantophysin, synaptophysin, synaptophysin- 
likeDrotein 


2204 


6630 


AI172184 


b 




ESTs, Weakly similar to 153171 pantophysin 
[H.sapiens], RIKEN cDNA 1500003F20 
npnp Svnantnnhv<;in mitsuoumin 2q 
pantophysin, synaptophysin, synaptophysin- 
iike Drotein 


2730 


7604 


AI236039 


II 




ESTs, Weakly similar to 156519 taipoxin- 
associated calcium binding protein-49 
precursor - rat [R.norvegicus], Homo 
sapiens cDNA FLJ14474 fis, clone 
MAMMA1G01256, calumenin, reticulocalbin 
1, EF-hand calcium binding domain, 
reticulocalbin 2, reticulocalbin 2, EF-hand 
calcium hindinn domain 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 

N6.! 


Mode! Code 


Human Homologous Gene 
Name 1 


Human Homologous Cluster Title 


2872 


7602 


AJ001929 


b, q, v, ii, II, 

XX 


• 


ESTs, Weakly similar to 156519 taipoxin- 
associated calcium binding protein-49 
precursor - rat [R.norvegicus], Homo 
sapiens cDNA FLJ14474 fis, clone 
MAMMA1001256, calumenin, reticulocalbin 
1, EF-hand calcium binding domain, 
reticulocalbin 2, reticulocalbin 2, EF-hand 
calcium hinriina domain 


1505 


2699 


A1029306 


ii 




ESTs, Weakly similar to I58376 hypothetical 
protein unp - mouse [M.musculus], Homo 
sapiens cDNA FLJ30626 fis, clone 
CTONG2001 91 1 , weakly similar to 
UBIQUITIN CARBOXYL-TERMINAL 
HYDROLASE 4 (EC 3.1.2.15), KIAA1203 
protein, Mus musculus, clone 
IMAGE:3711168, mRNA, partial cds, RIKEN 
cDNA4930550B20gene 


1244 


11745 

\ 


AB006450 


gg, hh 




ESTs, Weakly similar to 1M7AJRAT 
Mitochondrial import inner membrane 
translocase subunit TIM17 A [R.norvegicus], 
transiocase of inner mitochondrial 
membrane 17 homolog A (yeast), 
transiocase of Inner mitochondrial 
membrane 17 homoiog B (yeast), 
translocator of inner mitochondrial 
mfimhranfi 1 7 kDa a 


1292 


11251 


AI007666 


ii 




ESTs, Weakly similar to JC4647 KW8 
protein - rat ff^nqrvegicus], ESTs, Weakly 
similar to JC4688 neuro D-related factor - 
mouse [M.musculus], basic helix-loop-helix 
domain containing, class B, 4, hypothetical 
protein FLJ14708, neurogenic differentiation 
2, neurogenic differentiation 4, 
oligodendrocyte lineage transcription factor 

9 
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SenBank I 
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-iuman Homologous Gene i 


Human Homologous Cluster Title 


ID 1 


D NO. i 


\cc. or 




tome 




NO. 


\ I 


^efSeq ID 
Mo. 








3860 


16664 


MM_031695 i 






ESTs, Weakly similar to JC5251 beta- 
galactosidealpha-2,3-sialyltransferase 
H.sapiens], sialyltransferase, 
sialyltransferase 4A (beta-galactosidase 
alpha-2,3-sialytransferase), sialyltransferase 
4B (beta-galactosidase alpha-2,3- 
sialytransferase), sialyltransferase 5, 
sialyltransferase 7 ((alpha-N- 
acetylneuraminyl 2,3-beta-galactosyM ,3)-N- 
acetyl galactosaminde aIpha-2,6- 
sialyltransferase) A, sialyltransferase 7 
i (alpha-N-acetylneuraminyl 2,3-beta- 
galactosyi-1 ,3)-N-acetyl galactosaminde 
alpha-2,6-sialyltransferase) B f 
sialyltransferase 7D ((alpha-N- ! 
acetylneuraminyl-2,3-beta-galactosyl-1,3)-N- 
acetyl galactosaminide alpha-2,6- 


1208 


12628 


AA998123 


General 




ESTs, Weakly similar to JC5707 HYA22 
protein [H.sapiens], hypothetical protein 
BC010736 


3361 


18050 


NM_017204 


nn 




ESTs, Weakly similar to JC5963 stable 
tubule only polypeptide - mouse 
[M.musculus], K1AA1878 protein, RIKEN 
cDNA 1700041 N1 5 gene, hypothetical 
protein FLJ 12748, microtubule-associated 
protein 6, proteoglycan 4, (megakaryocyte 
stimulating factor, articular superficial zone 
protein, camptodactyly, arthropathy, coxa 
vara nprinarditis svnHrnmft^ 


1112 


5952 


AA963102 


r 




ESTs, Weakly similar to JC7328 amino acid 
transporter A1 [H.sapiens], Homo sapiens 
clone 24674 mRNA sequence, solute carrier 
family 38, member 1 , solute carrier family 
38. member 2 


2162 


5953 


AI171231 


r, y, z, tt 




ESTs, Weakly similar to JC7328 amino acid 
transporter A1 [H.sapiens], Homo sapiens j 
clone 24674 mRNA sequence, solute carrier 
family 38, member 1, solute carrier family 


1276 


15801 


AF061443 


P 




ESTs, Weakly similar to JG0193 G protein- 
coupled receptor FEX - mouse 
[M.musculus], G protein-coupled receptor 
106, G protein-coupled receptor 49, Mus 
muscuius, clone IMAGE:3982506, mRNA, 
partial cds, RIKEN cDNA 4921 52901 8 
gene, RIKEN cDNA A330106J01 gene, 
follirlft stimnlatinn hormnnA rprpntnr 
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Human Homologous Cluster Title 


1110 


23541 


AA957999 


f, I, nn 




ESTs, Weakly similar to MCATJHUMAN 
MITOCHONDRIAL 

CARNiTINE/ACYLCARNITINE CARRIER 
PROTEIN [H.sapiens], ESTs, Weakly similar 
to PM34 J/IOUSE PEROXISOMAL 
MEMBRANE PROTEIN PMP34 (34 KDA 
PEROXISOMAL MEMBRANE PROTEIN) 
(SOLUTE CARRIER FAMILY 25, MEMBER 
17) [M.muscuius], ESTs, Weakly similar to 
TXTP_HUMAN TRICARBOXYLATE 
TRANSPORT PROTEIN PRECURSOR 
[H.sapiens], Homo sapiens, similar to solute 
carrier family 25 (carnitine/acylcarnitine 
translocase), member 20, clone MGC:35539 
IMAGE52001 29, mRNA, complete cds, ! 
Mus musculus, Similar to hypothetical 
protein FLJ20551 , done MGC:1 8873 
IMAGE:4235245, mRNA, complete cds, 
RIKEN cDNA 1 30001 9P08 gene, expressed 
sequence AI194714, expressed sequence 
AW1 08044, ornithine transporter 2, solute 
carrier family 25 (carnitine/acylcarnitine 
translocase), member 20, solute carrier 
family 25 (mitochondrial carrier), member 
18, solute carrier family 25 (mitochondrial 
carrier; citrate transporter) member 1, solute 
carrier family 25 (mitochondrial carrier; 
ornithine transporter) member 15, 
uncoupling protein 2, mitochondrial 


315 


19042 


AA850378 


t 




ESTs, Weakly similar to methyl-CpG binding 
protein MBD2 [H.sapiens], methyl-CpG 
binding domain protein 2 


3882 


16003 


NM.031757 


j 




ESTs, Weakly similar to MM24_MOUSE 
MATRIX METALLOPROTEINASE-24 
PRECURSOR (MMP-24) (MEMBRANE- 
TYPE MATRIX METALLOPROTEINASE 5) 
(MT-MMP 5) (MEMBRANE-TYPE-5 
MATRIX METALLOPROTEINASE) (MT5- 
MMP) (MMP-21) [M.muscuius], matrix 
metalloproteinase 17, matrix 
metalloproteinase 19, matrix . 
metalloproteinase 24, matrix 
mptallnnrntpin rsp _?4 / mpmhr^na-ins^ded) .. 
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SEQ 

ID 

NO 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeqID 
No. 


Model Code 


Human Homologous Gene .'j 
Name V ; v^ 


Human Homologous Cluster Title 


1729 


17871 


AI070601 


li 




ESTs, Weakly similar to MYOCJMOUSE 
MYOCILIN PRECURSOR (TRABECULAR 
MESHWORK-INDUCED 
GLUCOCORTICOID RESPONSE 
PROTEIN) [M.musculus], HNOEL-tso 
Drotein. mvociliri. oifactomedin 3 


1422 


3417 


AI012337 


h, w. 




ESTs, Weakly similar to NHPX^RAT NHP2- 
likp nrntpin 1 fHinh mohilitv aroun-like 

nuclear protein 2 homolog 1) ([U4/U6.U5] tri- 
snRNP 15.5 kDa protein) (OTK27) 
Rnorvegicus], NHP2 non-histone 
chromosome protein 2-like 1 (S. cerevisiae), 
RIKEN cDNA 2410130M07 gene, nucleolar 
protein family A, member 2 (H/ACA small 
nucleolar RNPs), sperm specific antigen 1 


3513 


20635 


NM_020099 


ee 




ESTs, Weakly similar to OBRG_RAT Leptin 
receptor gene-related protein (OB-R gene 
related protein) (OB-RGRP) [R.norvegicus], 
RIKEN cDNA 1520402014 gene, leptin 
receptor gene-related protein, leptin 
receptor ovedapping transcript-like 1 


1266 


4292 


AF034896 






ESTs, Weakly similar to OL15 MOUSE 
OLFACTORY RECEPTOR 1 5 
[M.musculus], Homo sapiens cDNA 
FU32992fis, clone THYMU 1000098, Homo 
sapiens olfactory-like receptor mRNA, 
complete cd~s, RIKEN cDNA 4933431 119 
gene, RIKEN cDNA 4933433E02 gene, 
olfootorv reoentor 15 


4030 


1318 


NNL053656 


g 




ESTs, Weakly similar to P2X6 MOUSE P2X 
PURINOCEPTOR 6 [M.musculus], 
purinergic receptor P2X, ligand-gated ion 
channel, 2, purinergic receptor P2X, ligand- 
qated ion chapel, 5 
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Human Homologous Cluster Title 


4078 


16147 


NMJB3892 


y 


• 


ESTs, Weakly similar to PA26.RAT 85 kDa 
calcium-independent phospholipase A2 
(iPLA2) (Cal-PLA2) (Group VI 
phospholipase A2) (GVI PLA2) 
[Rnorvegicus], Homo sapiens cDNA 
FLJ10428 fis, clone NT2RP1000376, highly 
similar to Homo sapiens mRNA; cDNA 
DKFZp434A102, RIKEN cDNA 2310026G15 
gene, ankyrin repeat and SOCS box- 
containing 13, ankyrin repeat and SOCS 
box-containing protein 1, chromosome 20 
open reading frame 86, phospholipase A2, 
group VI, phospholipase A2, group VI 
(cytosolic, calcium-independent) 


2858 


26012 


AI639478 


pp 




ESTs, Weakly similar to PDLRAT Protein 
disulfide isomerase precursor (PDI) (Prolyl 4 
hydroxylase beta subunit) (Cellular thyroid 
hormone binding protein) (Thyroxine 
deiodinase) (lodothyronine 5- 
monodeiodinase) (5VMD) [R.norvegicus], 
Homo sapiens cDNA FLJ321 15 fis, clone 
PANCR1 000021 , weakly similar to 
PROTEIN DISULFIDE ISOMERASE 
PRECURSOR (PDI) (EC 5.3.4.1), Human 
DNA sequence from cDNA 16pHQG;19 
from chromosome 16p13.3, RIKEN cDNA 
1 700007B1 3 gene, RIKEN cDNA 

1Rinn^lUin7 nwio RIKPNrnNIA 
lO IUUOOIVJU/ ycflc, rvlrxt-lM OUrMM 

1810041F13 gene, RIKEN cDNA 
1810047B09 gene, procollagen-proline, 2- 
oxoglutarate 4-dioxygenase (proline 4- 
hydroxylase), beta polypeptide (protein 
disulfide isomerase; thyroid hormone 
binding protein p55), prolyl 4-hydroxylase, 
beta polypeptide, protein disulfide 


3995 


15829 


NMJJ53551 


y, nn, xx 




ESTs, Weakly similar to PDK4JVIOUSE 
[PYRUVATE DEHYDROGENASE 
[LIPOAMIDE]] KINASE ISOZYME 4, 
MITOCHONDRIAL PRE ; -ORSOR 
(PYRUVATE DEHYDROGENASE KINASE 
ISOFORM 4) [M.musculus], pyruvate 
dehydrogenase kinase 4, pyruvate 
dehydrogenase kinase, isoenzyme 4 
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ID NO:' 
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ModeiCode 


Human HomologbusGene 
Name' 


Human Homologous Cluster Title: 


4229 


61 


NM J 38510 


u 




ESTs, Weakly similar to PE2R.RAT 20- 
alpha-hydroxysteroid dehydrogenase (20- 
alpha-HSD) (HSD1) [R.norvegicus], Mus 
musculus, Similar to hydroxysteroid (17- 
beta) dehydrogenase 5, clone MGC:37825 
IMAGE:5098938, mRNA, complete cds, 
aldo-keto reductase family 1, member C1 
(dihydrodiol dehydrogenase 1; 20-alpha (3- 
alpha)-hydroxysteroid dehydrogenase), aldo 
keto reductase family 1, member C2 
dihydrodiol dehydrogenase 2; bile acid 
binding protein; 3-alpha hydroxysteroid 
dehydrogenase, type 111), aldo-keto 
reductase family 1, member C3 (3-alpha 
hydroxysteroid dehydrogenase, type II), 
expressed sequence AW1 46047, expressed 
sequence AW557061, hydroxysteroid (17- 
beta) dehydrogenase 5 


2072 


1358 


AI146154 


mm 




ESTs, Weakly similar to PK3GJRAT 
Phosphatidylinositol 3-kinase C2 domain- 
containing gamma polypeptide 
(Phosphoinositide 3-Kinase-C2-gamma) 
(Ptdlns-3-kinase C2 gamma) (PI3K- 
C2gamma) [R.norvegicus], Homo sapiens 
cDNA FLJ12591 fis, clone NT2RM4Q01313, 
moderately similar to 
PHOSPHATIDYLINOSITOL 3-KINASE 
VPS34-LIKE (EC 2.7.1.137), 
phosphatidylinositol 3-kinase, C2 domain 
containing, gamma polypeptide, 
phosphatidylinositol 3-kinase, catalytic, 
alpha polypeptide, phosphatidylinositol 4r . 
kinase, catalytic, beta polypeptide, 
phosphoinositide-3-kinase, class 2, gamma 
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2899 


1356 


D83538 


y 




ESTs, Weakly similar to PK3GJW 
Phosphatidylinositol 3-kinase C2 domain- 
containing gamma polypeptide 
(Phosphoinositide 3-Kinase-C2-gamma) 
(PtdIns-3-kinase C2 gamma) (PI3K- 
C2gamma) [R.norvegicus], Homo sapiens 
cDNA FLJ 12591 fis, clone NT2RM4001313, 
moderately similar to 
PHOSPHATIDYLINOSITOL 3-KINASE 
VPS34-L1KE (EC 2.7.1.137), 
phosphatidylinositol 3-kinase, C2 domain 
containing, gamma polypeptide, 
phosphatidylinositol 3-kinase, catalytic, 
alpha polypeptide, phosphatidylinositol 4- 
kinase, catalytic, beta polypeptide, 
phosphoinositide-3-kinase, class 2, gamma 


4375 


1357 


U39572 


mm 




ESTs, Weakly similar to PK3GJRAT 
Phosphatidylinositol 3-kinase C2 domain- 
containing gamma polypeptide 
(Phosphoinositide 3-Kinase-C2-gamma) 
(Ptdlns-3-kinase C2 gamma) (PI3K- 
C2gamma) [R.norvegicus], Homo sapiens 
cDNA FU12591 fis, clone NT2RM4001313, 
moderately similar to 
PHOSPHATIDYLINOSITOL 3-KINASE 
VPS34-LIKE (EC 2.7.1.137), 
phosphatidylinositol 3-kinase, C2 domain 
containing, gamma polypeptide, 
phosphatidylinositol 3-kinase, catalytic, 
alpha polypeptide, phosphatidylinositol 4- 
kinase catalvtic beta Dolvneotide 
phosphoinositide-3-kinase, class 2, gamma 


4316 


12700 


NM J 52936 


w 




ESTs, Weakly similar to PSG1 MOUSE 
PROSTATIC SECRETORY 
GLYCOPROTEIN PRECURSOR 
[M.musculus], RIKEN cDNA2310065D10 
gene, serine protease inhibitor, Kazal type 
1 . serine Drotease inhibitor. Kazal tvDe 3 


3773 


238 


NMJ)31152 


ee 




ESTs, Weakly similar to R11AJHUMAN Ras 
related protein Rab-11A (RAB-11) (24KG) 
(YL8) [R.norvegicus], RAB11A, member 
RAS oncogene family, RAB11a, member 
RAS oncogene family, RAB25, member 
RAS oncogene family, expressed sequence 
AW49649fi 
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ID 
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ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Mode! Code 


Human Homologous Gene 
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Human Homologous Cluster Title 

: ,<v .- - 


3773 


240 


NM_031152 


X 




ESTs, Weakly similar to R11A.HUMAN Ras 

rAlateri nrntpin Rah.11A tOAKO\ 
I cldlcU piULcll I r\aU* J \t\ ^rV\D~ I 1 ) {zftvAD} 

YL8) [R.norvegjcus], RAB11A, member 
RAS oncogene family, RAB1 1a, member 
RAS oncogene family, RAB25, member 
RAS oncogene famiiy, expressed sequence 
AW496496 


3752 


20807 


NM_031106 


h 




ESTs, Weakly similar to R6RT37 ribosomal 

piUlclll L.OI , OyiUoUllU [VdllUdlcUJ fdl 

[R.norvegicus], RIKEN cDNA 1500002F19 
gene, RIKEN CDNA3110005M08 gene, 
ribosomal protein L37 


3034 


1379 


M83676 


qq, w 




ESTs, Weakly similar to RAB8JWMAN 
RAS-RELATED PROTEIN RAB-8 
[H.sapiens], RAB10, member RAS 
oncogene family, RAB12, member RAS 
oncogene family, RAB38, member RAS 
oncogene family, expressed sequence 
AW1 07754 


1885 


15026 


AI103094 


General 




ESTs, Weakly similar to RB1A__RAT Ras- 
related protein Rab-1 A [R.norvegicus], 
Homo sapiens, Similar to RAB, member of 
RAS oncogene family-like 2B, clone 
MGC:10130 IMAGE:3902486, mRNA, 
complete cds, RAB1 , member RAS 
oncogene lamny, kad iy, memDer kao 
oncogene family, RAB1A, member RAS 
oncogene family, RAB33A, member RAS 
oncogene famiiy, RAB33B, member of RAS 
oncogene family, RAB35, member RAS 
oncogene family, RIKEN cDNA 1 1 1 001 1 F09 
gene, RIKEN cDNA 2500004H21 gene, 
RIKEN cDNA 260001 3G09 gene, RIKEN 
cDNA 5033421 K01 gene, RIKEN cDNA 
953001 9H02 gene 
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Human Homologous Cluster Title 


3742 


17173 


NM_031090 


u.cc 




ESTs, Weakly similar to RB1A_RAT Ras- 
related protein Rab-1 A [R.norvegicus], 
Homo sapiens, Similar to RAB, member of 
RAS oncogene family-like 2B, clone 
MGC:10130 IMAGE:3902486, mRNA, 
complete cds, RAB1 , member RAS 
oncogene family, RAB19, member RAS 
oncogene family, RAB1A, member RAS 
oncogene family, RAB33A, member RAS 
oncogene family, RAB33B, member of RAS 
oncogene family, RAB35, member RAS 
oncoaene familv RIKEN cDNA 1 1 1 001 1 F09 
gene, RIKEN cDNA 2500004H21 gene, 
RIKEN cDNA 260001 3G0Qnpnp RIKFM 
cDNA 5033421 K01 gene, RIKEN cDNA 
9530019H02 gene 


347 


11221 


AA851352 


II 




ESTs, Weakly similar to RIR1JHUMAN 
RIBONUCLEOSIDE-DIPHOSPHATE 
REDUCTASE M1 CHAIN [H.saDiensl 


1087 


23800 


AA956534 


j 




ESTs, Weakly similar to RNG1JHUMAN j 
RING1 PROTEIN Hsapiensl 


3683 


23386 


NM_024404 


gg, hh 




ESTs, Weakly similar to RODJRAT 
Heterogeneous nuclear ribonucleoprotein. 
DO (hnRNP DO) (AU-rich element RNA- 
binding protein 1) [R.norvegicus], Mus 
musculus, clone MGC:36467 
IMAGE:5359082, mRNA, complete cds, 
RIKEN CDNA4933434H1 1 gene, 
heterogeneous nuclear ribonucleoprotein D, 
heterogeneous nuclear ribonucleoprotein D 
(AU-rich element RNA binding protein 1, 
37kD), heterogeneous nuclear 
ribonucleoprotein D-like, high- 
glycine/tyrosine protein type I E5, musashi 

hnmnlnn 0 fnrnonnhilM 
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■ . 
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3enBank 1 
\cc. or r; 
RefSeqID 
Mo. 


Vlodel Code I 
I 


-luman Homologous Gene 
tame 


Humari Homologous Cluster Title 

' . ' '■ : •■ '-«*'. 


3683 4 


25682 


NM_024404 ( 


w 


i 

■ 


ESTs, Weakly similar to RODJRAT 
Heterogeneous nuclear ribonucleoprotein 
DO (hnRNP DO) (AU-rich element RNA- 
binding protein 1) [R,norvegicus], Mus 
musculus, clone MGC:36467 
IMAGE:5359082, mRNA, complete cds, 
RIKEN CDNA4933434H11 gene, 
heterogeneous nuclear ribonucleoprotein D, 
heterogeneous nuclear ribonucleoprotein D 
AU-rich element RNA binding protein 1, 
37kD), heterogeneous nudear 
ribonucleoprotein D-like, high- 
glycine/tyrosine protein type 1 E5, musashi 


4197 


1308 


NM_1 33591 


e 




ESTs, Weakly similar to RP3A_RAT 
Rabphiiin-3A [R.norvegicus], Mus musculus, 
clone IMAGE:3963643, mRNA, partial cds, 
RIKEN cDNA 653041 3F01 gene, cDNA 
sequence AJ430384, membrane bound C2 
domain containing protein, rabphitin 3A, 
rabphilin 3A-like (without C2 domains) 


3916 


1475 


NMJ)31971 


ee 




ESTs, Weakly similar to S10A MOUSE S- 
100 PROTEIN, ALPHA CHAIN 
[M.musculus], S100 calcium binding protein 
A1 , S1 00 calcium binding protein A1 1 
(calizzarin), S100 calcium binding protein P, 
S100Z protein, expressed sequence 
AI266795 ~ 


632 


11992 


AA892485 


kk 




ESTs, Weakly similar to S21766 
dihydroiipoamide S-acetyltransferase (EC 
23.1.12) - rat (fragment) [R.norvegicus], 
Mus musculus, clone IMAGE:3586777, 
mRNA, partial cds, Pyruvate dehydrogenase 
complex, lipoyl-containing component X; E3- 
binding protein, RIKEN cDNA 1 60001 7E01 
gene, RIKEN cDNA 4930529008 gene, 
dihydroiipoamide branched chain 
transacylase (E2 component of branched 
chain keto acid dehydrogenase complex; 
maple syrup urine disease), 
dihydroiipoamide branched chain 
transacylase E2, pyruvate dehydrogenase 
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.V 
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Human Homologous Cluster [Title t 
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2877 


5048 


D00092 


00 




ESTs, Weakly similar to S21766 
dihydrolipoamide S-acetyltransferase (EC 
2.3.1.12) - rat (fragment) [R.norvegicus], 
Mus musculus, clone IMAGE:3586777, 
rnRNA, partial cds, Pyruvate dehydrogenase 
complex, lipoyl-containing component X; E3- 
binding protein, RIKEN cDNA 1 60001 7E01 
gene, RIKEN cDNA 4930529008 gene, 
dihydrolipoamide branched chain 
transacylase (E2 component of branched 
chain keto acid dehydrogenase complex; 
maple syrup urine disease), 
dihydrolipoamide branched chain 
transacylase E2, pyruvate dehydrogenase 


2881 


5049 


D10655 


m 




ESTs, Weakly similar to S21766 
dihydrolipoamide S-acetyltransferase (EC 
2.3.1 .12) - rat (fragment) [R.noryegicus], 
Mus musculus, clone IMAGE:3586777, 
mRNA Dartial cds Pvruvate dehvdroaenase 
complex, lipoyl-containing component X; E3- 
binding protein, RIKEN cDNA 160001 7E01 
gene, RIKEN cDNA 4930529008 gene, 
dihydrolipoamide branched chain 
transacylase (E2 component of branched 
chain keto acid dehydrogenase complex; 
mapie syrup unne oiseasej, 
dihydrolipoamide branched chain 
transacylase~E2, pyruvate dehydrogenase 


3994 


12496 


NM_053541 


kk 




ESTs, Weakly similar to S251 1 1 alpha-2- 
macroglobulin receptor precursor - mouse 
[M.musculus], expressed sequence 
AI848829, expressed sequence AL024237, 
low density lipoprotein receptor-related 
protein 3, low-density lipoprotein receptor- 
related Drotein 10 


1288 


2947 


AF099093 


f, kk 




ESTs, Weakly similar to S53358 ubiquitin- 
conjugating enzyme E2.17kB - rat 
[R.norvegicus], RIKEN cDNA 1100001F19 
gene, RIKEN cDNA 1600028117 gene, 
prefoldin 5, ubiquitin-conjugating enzyme 
E2D 3 (UBC4/5 homolog, yeast), ubiquitin- 
conjugating enzyme E2D 3 (homologous to 
yeast UBC4/5), ubiquitin-conjugating 
enzyme E2G 1 (UBC7 homolog, C. elegans) 
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Human Homologous Gene ■ 
Name 


Human Homologous Cluster Title 


2317 


3862 


AM 77052 


nn, tt 




ESTs, Weakly similar to S57968 Ran- 
binding protein 2 - mouse [M.musculus], 
Mus musculus, done IMAGE:4949762, 
mRNA, partial cds, RAN binding protein 2, 
nucleoDorin 153kD 


2338 


6315 


AI1 77645 


bb 




ESTs, Weakly similar to S69890 mitogen 
inducible gene mig-2 [H.sapiens], Homo 
sapiens cDNA: FLJ21 71 2 fis, clone 
COL10231, chromosome 20 open reading 
frame 42, lysosomal amino acid transporter 
1. mitoaen inducible^ 1 


4268 


737 


NM J 39093 


e, tt 




ESTs, Weakly similar to SFR2.MOUSE 
Splicing factor, arginine/serine-rich 2 
Splicing factor SC35) (SC-35) (Splicing 
component, 35 kDa) (PR264 protein) 
M.musculus], ESTs, Weakly similar to 
T1 2483 hypothetical protein 
DKFZp564B0769.1 [H.sapiens], KIAA1 542 
protein, RIKEN cDNA 1500011 J06 gene, 
RIKEN cDNA 261 051 0E10 gene, expressed 
sequence AA673488, splicing factor, 
arginine/serine-rich 2, interacting protein 


2755 


6207 


AI236681 


gg, hh 




ESTs, Weakly similar to SUIS_RAT Sucrase 
isomaltase, intestinal [Contains: Sucrase ; 
Isomaltase ] [R.norvegicus], Homo sapiens 
cDNA FLJ20638 fis, clone KAT02982, highly 
similar to SUIS_RABIT SUCRASE- 
ISOMALTASE, Homo sapiens mRNA for 
FU00088 protein, alpha gtucosidase 2, 
alpha neutral subunit, glucosidase, alpha, 
acid, mattase-glucoamylase (alpha- 
glucosidase), sucrase-isomaltase 


2695 


14745 


AI234919 


bb, mm 




ESTs, Weakly similar to SYHUQT 
multifunctional aminoacyl-tRNA ligase 
[H.sapiensl 


1550 


5346 


AI043601 


gg, hh 




ESTs, Weakly similar to T08680 
hypothetical protein DKFZp564P0622. 1 
(H.sapiens], F-box and leucine-rich repeat 
protein 2, F-box and leucine-rich repeat 
protein 4. hypothetical Droteln MGC15482 


2732 


6976 


A1236072 


qq 




ESTs, Weakly similar to T08680 
hypothetical protein DKFZp564P0622.1 
[H.sapiens], F-box and leucine-rich repeat 
protein 2, F-box and leucine-rich repeat 
orotein 4. hypothetical Drotein MGC15482 



BNSDOCID: <WO 0306 599 3A2_I_> 



WO 03/065993 



PCT/US03/03482 



589 



TABLE 2 V Attorney Docket No. 44921 -51 13WO 
I ^ - ^ V . ' Document No. 1926271.2 


SEQ 

10 
NO. 
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No. 
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Human Homologous Gene 
Name 


Human Homologous Cluster Title 


53 


18226 


AA799641 


u, rr, ss 




ESTs, Weakly similar to T46332 
hypothetical protein DKFZp434H0413.1 
Rsapiens], Homo sapiens, clone 
MGC:9709 IMAGE:3850147, mRNA, 
complete cds, KIAA1253 protein, expressed 
sequence AW121759, expressed sequence 
C86123 


1238 


3710 


AA999064 


s,t 




ESTs, Weakly similar to T47142 
hypothetical protein DKFZp761P0724.1 
[H.sapiens], KIAA0601 protein, chromosome 
20 open reading frame 16 


1439 


9386 


AI012785 


c 




ESTs, Weakly similar to T471 42 
hypothetical protein DKFZp761P0724.1 
[Ksapiens], KIAA0601 protein, chromosome 
20 open readinq frame 16 


1706 


10304 


AI060149 


b 




ESTs, Weakly similar to T48687 
hypothetical protein DKFZp761G1 923.1 
[H.sapiens], phosphatidylinositol 4-kinase 
type II, phosphatidylinositol 4-kinase type-ll 
beta 


965 


2175 


AA944528 






ESTs, Weakly similar to T9S2_MOUSE 
Transmembrane 9 superfamily protein 
member 2 precursor [M.musculus], 
KIAA0255 gene product, chromosome 20 
open reading frame 111, expressed 
sequence AA986553, expressed sequence 
AU045326, transmembrane 9 superfamily 
member 2 


3597 


20803 


NMJ>22592 


d.q 




ESTs, Weaklyjiimilar to TKTHUMAN 
TRANSKETOLASE [H.sapiens]", RIKEN 
cDNA 4933401 119 gene, hypothetical 
protein DKFZp434L1717, transketolase, 
transketolase (Wernicke-Korsakoff 
svndromeV transketolase-like 1 


2618 


14547 


AI232431 


2, WW 




ESTs, Weakly similar to TLP1_MOUSE 
TATA BOX BINDING PROTEIN-LIKE 
PROTEIN 1 (TBP-LIKE PROTEIN 1) (21- 
KDATBP-LIKE PROTEIN) [M.musculus], 
TATA box binding protein-like protein, TBP- 
likel 


1771 


16376 


AI071866 


a,u 




ESTs, Weakly similar to TRFL MOUSE 
LACTOTRANSFERRIN PRECURSOR 
[M.musculusl, Transferrin, transferrin 


4106 


17431 


NM_054006 


rr 




ESTs, Weakly similar to UNR PROTEIN 
[R.norvegicus], Mus musculus, clone 
MGC:19174 IMAGE:4224466, mRNA, 
complete cds. NRAS-related aene 
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SEQ ( 
ID 1 
NO. 


3LGC ( 
D NO.) 
\ 
\ 


BenBank ■ \ 
Vcc. or 
^efSeqlD 
^o. 


l/lodel Code 1 

'; : -.... :t . 1 


Human Homologous Gene 1 
tome 


Human Homologous Cluster Title 


3997 ' 


11843 t 


vJM_053555 ( 


General 


1 

* 


ESTs, Weakly similar to VAM5_HUMAN 
^/ESICULE-ASSOCIATED MEMBRANE 
PROTEIN 5 (VAMP-5) (MYOBREVIN) 
HSPC191) [H.sapiens], vesicle-associated 
membrane protein 5, vesicle-associated 
membrane protein 5 (myobrevin) 


3997 


11844 


NMJ353555 


V 




ESTs, Weakly similar to VAM5_HUMAN 
VESICULE-ASSOCIATED MEMBRANE 
PROTEIN 5 (VAMP-5) (MYOBREVIN) 
(HSPC191) [H.sapiens], vesicle-associated 
membrane protein 5, vesicle-associated 
membrane protein 5 (myobrevin) 


3484 


51 


NMJ)19335 


u 




ESTs, Weakly similar to WEE1 MOUSE 
WEE1-LIKE PROTEIN KINASE 
M.musculus], NIMA (never in mitosis gene 
a)-related expressed kinase 4, eukaryotic 
translation initiation factor 2 alpha kinase 2, 
protein kinase, interferon-inducible double 
stranded RNA deoendent 


3484 


52 


NM_Q19335 


u 




ESTs, Weakly similar to WEE1 MOUSE 
WEE1-LIKE PROTEIN KINASE 
[M.musculus], NIMA (never in mitosis gene 
a)-reiated expressed kinase 4, eukaryotic 
translation initiation factor 2 alpha kinase 2, 
protein kinase, interferon-inducible double 
strgnded RNA dependent 






AA946408 


c 




eukaryotic translation elongation factor 1 
epsilon 1 


3488 


4592 


NM_019356 


h 




eukaryotic translation initiation factor 2, 
subunit 1 (alpha, 35kD ), eukaryotic 
translation initiation factor 2A 


2283 


2993 


Ah 76492 






eukaryotic translation Initiation factor 3, 
subunit 2 (beta, 36kD) 


2404 


21631 


AM 791 25 


s 




eukaryotic translation initiation factor 3, 
subunit 3 (gamma, 40kD) 


357 


19269 


AA851785 


General 




eukaryotic translation initiation factor 3, 
subunit 8 (110kD) 


3976 


6186 


NMJ)53430 


ii 




excision repair cross-complementing rodent 
repair deficiency, complementation group 5 
(xeroderma pigmentosum, complementation 
group G (Cockayne syndrome)), excision 
repair cross-complementing rodent repair 
deficiency.complementation group 5, 
exonuclease 1, flap structure specific 
endonuclease 1, flap structure-specific 
endonuclease 1 
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Human Homologous Gene 
ftame 


Human Homologous Cluster Title r 


1273 


17597 


AF051943 


00 




expressed in non-metastatic cells 6, protein 
(nucleoside diphosphate kinase), non- 
metastatic cells 5, protein expressed in 
(nucleoside-diphosphate kinase), 
nucleoside diphosphate kinase type 6 
(inhibitor of D53-induced aoootosis-alDha* 


1273 


17598 


AF051943 


00 




expressed in non-metastatic cells 6, protein 
(nucleoside diphosphate kinase), non- 
metastatic cells 5, protein expressed in 
(nucleoside-diphosphate kinase), 
nucleoside diphosphate kinase type 6 
(inhibitor of D53-induced aDODtosis-atoha^ 


1590 


18422 


AI044827 


e 




expressed sequence AI1 95023, nitrilase 1 


3207 


24718 


NM_013003 


tt 




expressed sequence AI255394, 
phosphatidylethanolamine N- 
methyltransferase 


1010 

■ 


22639 


M945746 


t 




expressed sequence AI314760, expressed 
sequence AL022777, suppressor of Ty 4 
homoiog (S. cerevisiae), suppressor of Ty 4 
homolog 1 (S. cerevisiae), suppressor of Ty 
4 homolog 2 (S. cerevisiae) 


2994 


19256 


M15562 


XX 




expressed sequence AI323765, 
histocompatibility 2, class II antigen E alpha, 
major histocompatibility complex, class II, 
DR aloha 


2578 


4703 


AI231606 


k,r 




expressed sequence AI413471 \ hypothetical 
protein FLJ11838 


4083 


15706 


NMJ353921 


u 




expressed sequence AI451906, 
peroxisomal biogenesis factor 12 


4100 


16809 


NM_053990 


I, 00 




expressed sequence AI462446, protein 
tyrosine phosphatase, non-receptor type 2 


1170 


3054 


AA996899 


gg, hh 




expressed sequence AI504642, 
spermatogenesis associated 2 


4211 


14876 


NMJ34361 


h 




expressed sequence AI661682, small 
inducible cytokine subfamily C, member 1 
(lymphotactin), small inducible cytokine 
subfamily C. member 2 


oily 


ISwoo 


NMJ)13067 


x, dd 




expressed sequence AU018702, ribophorin 
I 


266 


320 




ee 




expressed sequence AU022220, stearoyl- 
CoA desaturase (delta-9-desaturase), 
stearoyl-Coenzyme A desaturase 1, stearoyl 
coenzyme A desaturase 3 


3911 


1302 


NM_031841 


PP 




expressed sequence AU022220, stearoyl- 
CoA desaturase (delta-9-desaturase), 
stearoyl-Coenzyme A desaturase 1, stearoyl 
coenzyme A desaturase 3 
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SEQ \ 

ID 

NO. 


SLGC 
D NO. 

■ |. 


SenBank 
Acc. drVf 
RefSeqID r 
No. 


Model Code 1 

, "'. 1 


uman Homologous Gene 

Name- ., ■;<>.-. 


Human Homologous Cluster Title 


4279 


1301 


MMJ39192 


n 




expressed sequence AU022220, stearoyl- 
!^oA dpsatOrase (delta-9-desaturase} 
stearoyl-Coenzyme Adesaturase 1, stearoyl 
coenzyme A desaturase 3 ! 


4027 


21637 


NM.053653 


kk 




expressed sequence AW228853, vascular 
pndnthplial nrowth factor C 


4182 


5686 


NM J 33428 


dd 




expressed sequence AW413091, fetuin B, 
fetuin beta, histidine-rich alvcoprotein 


575 




AAftQI 87? 


YV 




exDressed seauence BB1 68308 

wAUl vwuCU gwUUvllw UU 1 UWvW| 

nicotinamide nucleotide transhydrogenase 


4141 


23477 


NMJ)80891 


w 




Fas death domain-associated protein, death- 


2462 


22366 


AI227743 


tt 




FAST kinase, Fas-activated 
serine/threonine kinase, RIKEN cDNA 

£.0 iuu 1 udz 1 yet ie, vaSH oycit? jjj uyi cooiui 1 £. 

protein 


9959 




AM7C07C 


II 




fattv arJri hinriinn nrotpin 5 frwnriaste- 

iOlly OOiU UIIIVJIIIU LslUldll \J 1 USUI POOIO 

associated), fatty acid binding protein 5, 
epidermal 


2276 


19006 


AM 76393 


f 




fatty acid binding protein 5 (psoriasis- I 
associated), fatty acid binding protein 5, 
epidermal 


4308 


20740 


NMJ45878 


bb.pp 




fatty acid binding protein 5 (psoriasis- 
associated), fatty acid binding protein 5, 
epidermal 


Of IO 


94.947 




n it 

If, u 




fatty acid synthase, hypothetical protein 
FLJ20604 


*tuoo 






VjCI lui a 1 




FE65-like protein 2, Mus musculus, Similar 1 
to amyloid beta (A4) precursor protein- 
binding, family B, member 3, clone 
MGC:38710 IMAGE:5357681, mRNA, 
mmnlpfp rrta RIKFN rDNIA 2810468K05 

gene, amyloid beta (A4) precursor protein- 

hinriinn famllw R mamhor A omulrtiH Ho fa 

Dinuiny, [diiiuy d, iiiciituci i, diiiyiuiu ueid 
fA4^ nrecursor Drotein-bindina familv B 
member ? 


1565 


7935 


AI043945 


General 




ferrochelatase, ferrochelatase 
(protoporphyria) 


4079 


1337 


NMJ)53895 


M 




FGF receptor activating protein 1, Mus 
musculus, Similar to FGF receptor activating 
protein 1, clone MGC:8108 
IMAGE:3588752. mRNA. complete cds 


1191 


3250 


AA997765 


n 




fibrillin 1, fibrillin 1 (Marfan syndrome), 
fibulin 2 


.71 


11531 


AA799773 


d 




filamin A, alpha (actin binding protein 280) 
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SEQ 

ID 

NO. 


GUGC 
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RefSeq ID 

NO. 
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Human Homologous Cluster Title 
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2762 


17618 


AI236786 


P. " 




FK506 binding protein 10 (65 kDa), FK506 
binding protein 1A (12kD), FK506 binding 
protein 1a (12 kDa), FK506 binding protein 
2 (13 kDa), FK506 binding protein 2 (13kD), 
FK506 binding protein 4 (59 kDa), FK506 
binding protein 5 (51 kDa), FK506 binding 
nrotein 9 


2876 


20519 


C06598 


v, w 




FK506 binding protein 1A (12kD), FK506 
binding protein 1a (12 kDa), FK506 binding 
protein 2 (13 kDa), FK506 binding protein 2 
(13kD), FK506 binding protein 4 (59 kDa), 
FK506 binding protein 5 (51 kDa) 


2016 


13090 


AI1 36977 


m, II 




FK506 binding protein 4 (59kD), RIKEN 
cDNA 4930571 K23 gene 


2016 


13091 


AI136977 


V 




FK506 binding protein 4 (59kD), RIKEN 
cDNA 4930571 K23 gene 


2575 


13092 


AI231547 


00 




FK506 binding protein 4 (59kD), RIKEN 
cDNA 4930571 K23 gene 


3776 


1963 


kill r\r\ jk r\r\r\ 

NM_031236 


XX 




fucosyltransferase 1,fucosyltransferase 1 
(galactoside2-alpha-L-fucosyltransferase, 
Bombay phenotype included) 


3134 


13731 


NM_012755 


bb 




FYN oncogene related to SRC, PGR, YES, 
Fyn proto-oncogene 


3883 


1105 


NM_031758 


nn 




G protein-coupled receptor 24 


3414 


2000 


NM_017333 


9 




G protein-coupled receptor 37-like 1, 
endothelin receptor type B 


3277 


18313 


NM.013220 


X 




GA binding protein transcription factor, beta 
subunit 1 (53kD), GA binding protein 
transcription factor, beta subunit 2 (47kD), 
Homo sapiens cDNA FLJ32449 fis, clone 
SKMUS2001662, moderately similar to 
Oryctolagus cuniculus CARP mRNA, RIKEN 
cDNA 1700012M14 gene, RIKEN cDNA 
4933432B13 gene, ankyrin repeat domain 2 
(stretch responsive muscle), ankyrin repeat 
domain 5, cardiac ankyrin repeat protein, 
cardiac responsive adriamycin protein 


1076 


24289 


AA955986 


t 




galactokinase, galactokinase 1 


2438 


23989 


AI179953 


ii, ss 




gap junction protein, beta 2, 26kD (connexin 
26) 


4423 


23987 


X51615 


w, gg, hh 




gap junction protein, beta 2, 26kD (connexin 
26) 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBahk 
Acc. or 
RefSeq ID 
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■** • 


Human Homologous Gene 
Name : 


Human Homologous Cluster Title : : 
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2429 


16656 


AI179634 


h 




GASZ, Gasz, Mus musculus, Similar to 
hypothetical protein DKFZp564O043, clone 
MGC:36949 IMAGE:4946879, mRNA, 
complete cds, Mus musculus, Similar to 
regulatory factor X-associated ankyrin- 
containing protein, clone MGC:13787 
IMAGE:41 90691 , mRNA, complete cds, ■ 
RIKEN cDIMA 4933400N19 gene, kinase D- 
interactina substance of 220 kDa reaulatorv 
factor X-associatfri finkvrin-rnntaininn 


1336 


15452 


A1009484 


s 




gelsolin, gelsolin (amyloidosis, Finnish type) 


2722 


24373 


AI235748 


I, y, ee, rT 




gene predicted from cDNA with a complete 
coding sequence 


3725 


1336 


NM.031042 


k 




general transcription factor IIF, polypeptide 
2 (30kD subunit) 


1806 


9399 


AI072812 


a 




glioma-amplified sequence-41 


3877 


13543 


NM_031749 


q, oo 




glucosidase 1, glucosidase I 


3877 


13544 


NM_031749 


c 




glucosidase 1 , glucosidase I 


3877 


13545 


NM.031749 


e 




glucosidase 1 , glucosidase I 


3877 


25209 


NM_031749 


v, w, bb, rr 




glucosidase 1, glucosidase I 


1508 


7451 


AI029450 


I, z, General 




glutamyl-prolyl-tRNA synthetase 


2717 


20140 


AI235566 


9 




glutamyl-proIyl-tRNA synthetase 


2689 


16781 


AI234527 


II, qq 




glutathione S-transferase A4, glutathione S- 
transferase, alpha 4 


4449 


16780 


X62660 


b, m, qq, w 




glutathione S-transferase A4, glutathione S- 
transferase;-alpha 4 


3973 


6773 


NMJ353410 


rr 




glyceronephosphateO-acyltransferase 


4051 


6004 


NMJ53796 


rr 




glycoprotein A33 (transmembrane), junction 
cell adhesion molecule 2, junction cell 
adhesion molecule 3, junction cell adhesion 
moleculel, junctional adhesion molecule 1, 
junctional adhesion molecule 3 


4051 


6005 


NMJ53796 


a, q, s 




glycoprotein A33 (transmembrane), junction 
cell adhesion molecule 2, junction cell 
adhesion molecule 3, junction cell adhesion 
moleculel, junctional adhesion molecule 1, 
junctional adhesion molecule 3 


1907 


2297 


AI103602 


General 




GM2 ganglioside activator protein 


1995 


2296 


AI112979 


q, x, Genera 




GM2 ganglioside activator protein 


2563 


2299 


AI231094 


w 




GM2 ganglioside activator protein 


4210 


606 


NM_1 34352 


f t kk, tt 




GPI-anchored metastasis-associated 
protein homolog, plasminogen activator, 
urokinase receptor, urokinase plasminogen 
activator receptor 
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No 
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Human Homologous Cluster Title 


1055 


23542 


AA955389 


PP 




GRB2-related adaptor protein, GRB2- 
related adaptor protein 2, NCK adaptor 
protein 1, SH3 domain protein 3, Sh3 
domain YSC-like 1, growth factor receptor 
bound protein 2, growth factor receptor- 
bound protein 2. monocytic adaptor 


3692 


18728 


NM_030846 


b, ww 




GRB2-related adaptor protein, GRB2- 
related adaptor protein 2, SH3 domain 
protein 3, Sh3 domain YSC-like 1, growth j 
factor receptor bound protein 2, growth 
factor receptor-bound protein 2, monocytic 
adaDtor 


3692 


18023 


NMJ330846 


k 




GRB2-re!ated adaptor protein, GRB2- 
related adaptor protein 2, SH3 domain 
protein 3, Sh3 domain YSC-iike 1, growth 
factor receptor bound protein 2, growth 
factor receptor-bound protein 2, monocytic 
adaDtor 


4109 


16043 


NM.057100 


jj 




growth arrest specific 6, growth arrest- 
specific 6 


3888 


14184, 


NM.031776 


L 




guanine deaminase 


3888 


14185 


NM_031776 


1, r, y 




guanine deaminase 


3723 


15886 


NM_031035 


k, nn 




guanine nucleotide binding protein (G 
protein), alpha inhibiting activity polypeptide 
2, guanine nucleotide binding protein, alpha 
inhibiting 2, guanine nucleotide binding 
protein, alpha inhibiting 3 


2453 


7460 


AM 8041 3 


r 




H factor (corapiement)-!ike 1, H factor 
(compIement)-!ike 2, complement factor H 
related 3 


4420 


7459 


X15551 


a,j, n, r 




H factor (complement)-like 1, H factor 
(complement)-like 2, complement factor H 
related 3 


4150 


3579 


NM J 30409 


uu 




H factor (comp!ement)-like 3, H factor 1 
(complement), Mus musculus, clone 
MGC:30368 IMAG&51 35798, mRNA, 
complete cds, coagulation factor XIII, beta 
subunit, complement component factor h, 
complement factor H-related 4, expressed 
sequence AI1 94696, seizure related gene 6 


3676 


2733 


NM.024385 


bb.jj 




H2.0-like homeo box gene, 
hematopoietically expressed homeobox, 
homeo box 11 -like 1 
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SEQ 
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NO. 
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Human Homologous Cluster Title 


2030 


18943 


AI137495 


d, II 




H2A hlstone family, member C, H2A histone 
family, member D, H2A histone family, 
member I, H2A histone family, member L, 
H2A histone family, member N, H2A histone 
family, member O, Homo sapiens, clone 
MGC:21597 IMAGE4511035, mRNA, 
complete cds, Mus musculus, similar to H2A 
histone family, member O, done 
MGC:36202 IMAGE:5055276, mRNA, 
complete cds, expressed sequence R75370 


3537 


18839 


NMJD21840 


9 




H2A histone family, member M, RIKEN 
cDNA 1 70001 2L04 gene, RIKEN cDNA 
1700113017 aene 


655 


20065 


AA892647 


c 




H4 histone family, member D, H4 histone 
family, member H, H4 histone family, 
member I, H4 histone family, member J, H4 
histone family, member K, Mus musculus, 
H4 histone family, member A, clone 
MGC:30488 IMAG&4205460, mRNA, 
comolete cds. histone 4 nrotein 


3614 


20506 


NM_022686 


ii 




H4 histone family, member D, H4 histone 
family, member H, H4 histone family, 
member I, H4 histone family, member J, H4 
histone family, member K, Mus musculus, 
H4 histone family, member A, clone 
MGC:30488 IMAGE4205460, mRNA, ■ 
comolete cds. histone 4 Drotein 


3669 


8879 


NM_024360 


u 




hairy and enhancer of split 1, (Drospphila), 
hairy and enhancer of split 6, (Drosophila), 
hairy homolog (Drosophila), hairy/enhancer- 
of-split related with YRPW motif 2, 
hairy/enhancer-of-split related with YRPW 
motif-like 


3520 


18544 


NMJ)21592 


e 




heart and neural crest derivatives expressed 
1 , heart and neural crest derivatives 
expressed transcript 1, mesoderm posterior 
1, nescient helix loop helix 1 


4221 


14697 


NMJ34419 


dd 




heat shock 27 kDa associated protein ! 


2197 


9537 


AI172097 


y 




heat shock factor 1 , heat shock transcription 
factor 1 


1254 


23417 


AB022209 


I, General, 
kk 




heterogeneous nuclear ribonucleoprotein F 


2/11 


15858 


AI235455 


rr 




hexosaminidase B, hexosaminidase B (beta 
polypeptide) 


4399 


23282 


U90725 


q,ff,tt 




high density lipoprotein binding protein 
(viqilin) 
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SEQ; 

ID 
NO 


GLGC 
ID NO 


GenBank, 

Mo 


Model Code 


Human Homologous Gene . 
Name 


Human Homologous Cluster Title : ; : 


685 


3381 


AA892993 


jj 




high mobility group 20 B, high-mobility 
group 20B 


2725 


14768 


AI235912 


f 




highly charged protein 


149 


21379 


AA800738 


II 




HIV-1 Tat interactive protein, 60 kD f histone 
acetyltransferase MYST1 , member of MYST 
family histone acetyl transferases, homolog 
of DrosoDhila MOF 


301 


14608 


AA849805 


j, ss 




HLA-B associated transcript 5 


2557 


8036 


AI230884 • 


c, tt 




HMBA-inducible 


1493 


23530 


AI014148 


t f w 




Homo sapiens cDN A FLJ1 01 83 fis, clone 
HEMBA1 004276, highly similar to Homo 
sapiens AIM adaptor complex beta4 
subunit mRNA, adaptor-related protein 
complex 2, beta 1 subunit, adaptor-related 
protein complex 4, beta 1 subunit, adaptor- 
related orotein comolex AP-4. beta 1 


839 


4944 


AA924405 


h 




Homo sapiens cDNA FLJ1 1 845 fis, clone 
HEMBA1 006674, Mus musculus, Similar to 
hypothetical protein FLJ10350, clone 
MGC:27585 IMAG&4489521 , mRNA, 
complete cds, Mus musculus, Similar to 
neurofilament, heavy polypeptide (200kD), 
clone MGC:32399 IMAGE:5037953, mRNA 
complete cds, nucleolar protein 5A (56kD 

with KKF/H ronftafl 


2253 


7647 


AI175991 


d 




Homo sapiens cDNA FLJ12241 fis, clone 
MAMMA1001274, Homo sapiens, clone 
IMAGE:3343171, mRNA, partial cds, Homo 
sapiens, clone IMAGE:3961549, mRNA, 
partial cds, MCM3 minichromosome 
maintenance deficient 3 (S. cerevisiae) 
associated protein, RIKEN cDNA 
2410004C24 gene, expressed sequence 
AW049671, hypothetical protein FU10508, 
minichromosome maintenance deficient (S. 
cerevisiae) 3-associated protein 




19QQQ 




ucllcldl 




nomo sapiens cuna rLJi^or u tis, cione 
NT2RM4000895 


3279 


1567 


NMJD13223 






Homo sapiens cDNA FU1 401 6 fis, clone 
HEMBA1 000459, Mus musculus 0 day 
neonate head cDNA, RIKEN full-length 
enriched library, 

cione:4833426L05:eukaryotic translation 
initiation factor 2 alpha kinase 1, full insert 
sequence, eukaryotic translation initiation 
factor ? alnha kinase 1 ' 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBahk V 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gerie 
Name ■V^'-'^^''^ 


Human Homologous Cluster Title 


1398 


3941 


AI011598 


XX 




Homo sapiens cDNA FU14042 fis, clone 
HEMBA1006038, weakly similar to LAMININ 
ALPHA-5 CHAIN, expressed sequence 
AA408762, expressed sequence AI853660, 
laminin. alDha 5 


4249 


17530 


NMJ38877 


s 




Homo sapiens cDNA FLJ14413 fis, clone 
HEMBA1 004670, RIKEN cDNA 
15O0OO5GO5 gene, cytochrome b5 
reductase 1 (B5R.1), cytochrome b5 
reductase b5R.2, diaphorase (NADH) 
(cytochrome b-5 reductase), diaphorase 1 
(NADH) 


4249 


17532 


NMJ38877 


I, z, General, 
nn 




Homo sapiens cDNA FU1441 3 fis, clone | 
HEMBA1 004670, RIKEN cDNA 
1500005G05 gene, cytochrome b5 
reductase 1 (B5R.1), cytochrome b5 
reductase b5R.2, diaphorase (NADH) 
(cytochrome b-5 reductase), diaphorase 1 | 
(NADH) 


4249 


17533 


NMJ38877 


General, gg, 
hh, 11 




Homo sapiens cDNA FLJ14413 fis, clone 
HEMBA1004670, RIKEN cDNA 
1500005G05 gene, cytochrome b5 
reductase 1 (B5R.1), cytochrome b5 
reductase b5R.2, diaphorase (NADH) 
(cytochrome b-5 reductase), diaphorase 1 
(NADH) 


4249 


25039 


NMJ38877 


General, ss 




Homo sapiens cDNA FLJ14413 fis, clone 
HEMBA1 004670, RIKEN cDNA 
1500005G05 gene, cytochrome b5 
reductase 1 (B5R.1), cytochrome b5 
reductase b5R.2, diaphorase (NADH) 
(cytochrome b-5 reductase), diaphorase 1 
fNADm 


2813 


18504 


AI639044 


cc 




Homo sapiens cDNA FU20201 fis, clone 
COLF1210, Mus musculus, Similar to 
oculospanin, clone MGC:28508 
IMAGE:41 89407, mRNA, complete cds, 
Mus musculus, clone MGC:36554 
IMAGE:4954874, mRNA, complete cds, 
RIKEN cDNA 1 30001 0A20 gene, RIKEN 
cDNA 2210021 G21 gene, tetraspan 5, 

fransmfimhran* A snnprfamilv m*mher 9 


1462 


7258 


AI013475 


h 




Homo sapiens cDNA FLJ20750 fis, clone 
HEP05174, RIKEN cDNA 6330404A1 2 
gene, VPS10 domain receptor protein 
SORCS 2. sortilin 1 
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wo 
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SEO 

ID 

NO. 


ID NO. 


an Ran If 

Acc. or 
RefSeq ID 
No. 


ivioaei uoae 


Human Homologous bene 
Name % 


Human Homologous Cluster Title 


00 




AA799475 


S, 00 




Homo sapiens cDNA FU25124 fis, clone 
CBR06414, Homo sapiens cDNA FLJ32645 
fis, clone SYNOV2001251, retinoic acid 
induced 14, uveal autoantigen with coiled- 
coil domains and ankyrin repeats 


3941 


4723 


NMJ)33235 


j. qq 




Homo sapiens cDNA FLJ25341 fis, clone 
TST00973, malate dehydrogenase 1, NAD 
(soluble), malate dehydrogenase, soluble 


3941 


4724 


NM_033235 


j 




Homo sapiens cDNA FU25341 fis, clone 
TST00973, malate dehydrogenase 1, NAD 
(soluble), malate dehydrogenase, soluble 


4009 


20896 


NM_053592 


w, x, bb 




Homo sapiens cDNA FLJ25344 fis, clone 
TST01087, RIKEN cDNA 5031412106 gene 


388 . 


6440 


AA859130 


w, pp 




Homo sapiens cDNA FLJ301 1 6 fis, clone 
BRACE1000042, weakly similar to 
PROTEIN PHOSPHATASE 2C ABI2 (EC 
3.1.3.16), Homo sapiens cDNA FLJ30553 
fis, clone BRAWH2003689, highly similar to 
Mus musculus clone mouse1-9 putative 
protein phosphatase type 2C mRNA, Homo 
sapiens cDNA FLJ32332 fis, clone I 
PROST2005121, weakly similar to 
PROBABLE PROTEIN PHOSPHATASE 2C 
T23F11.1 (EC 3.1.3.16), KIAA0015gene 
product, expressed sequence AI481720, 
protein phosphatase 1G (formerly 2C), 
magnesium-dependent, gamma isoform 


2928 


4378 


H32966 


y 




Homo sapiens cDNA FLJ30124 fis, clone 
BRACE1 000093, highly similar to TNF 
RECEPTOR ASSOCIATED FACTOR 2, Tnf 
receptor-associated factor 2 


463 


15182 


AA874832 


ff 




nomo sapiens cuima rLJoUYi / tis, clone 
BRACE2001709, highly similar to Homo 
sapiens anaphase-promoting complex 
subunit 5 (APC5) mRNA, anaphase 
oromotina complex subunit 5 


1111 


15183 


M963036 


i 




Homo sapiens cDNA FLJ30217 fis, clone 
BRACE2001709, highly similar to Homo 
sapiens anaphase-promoting complex 
subunit 5 (APC5) mRNA, anaphase 
Dromotina comDlex subunit 5 



1 
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IT ABLE 2 
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SEQ C 
p i 
NO. 


5LGC C 
D NO / 

■ J F 

t'.. t 


5enBank % ft 
tec. or • 
tefSeq ID 
Jo. 


flodel Code Y 

'•> 


luman Homologous Gene h 
Jarrie. 


luman Homologous Cluster Title ; ; ; 


1817 2 


!0834 / 


U073056 c 


;c 


I- 
E 
I 
r 
I 
1 
< 


Homo sapiens cDNA FU3031 2 fis, clone 
5RACE2003512, Mus musculus, clone 
MAGE:3375769, mRNA, partial cds, Mus 
nusculus, clone MGC:28837 
MAGE:4506646, mRNA, complete cds, 
*IKEN cDNA 1200014P03 gene, RIKEN 
;DNA 1300001 101 gene, RIKEN cDNA 
1300003007 gene, RIKEN cDNA 
3632410F03 gene, kinesin 2 (60-70kD), 

<inPQin Hnht rhain 9 


3029 


20836 


M75148 


I, General, 

qq 




Homo sapiens cDNA FU30312 fis, done 
BRACE2003512, Mus musculus, clone 
IMAGE:3375769, mRNA, partial cds, Mus 
musculus, clone MGC:28837 
IMAGE:4506646, mRNA, complete cds, 
RIKEN cDNA 1200014P03 gene, RIKEN 
cDNA 1300001101 gene, RIKEN cDNA 
1300003007 gene, RIKEN cDNA 
363241 0F03 gene, kinesin 2 (60-70kD), 

kinesin linht rhain 9 


2242 


18562 


AI175515 


s 




Homo sapiens cDNA FU3061 5 fis, clone 
CTONG2001226, moderately similar to 
LYSOSOMAL PROTECTIVE PROTEIN 
PRECURSOR (EC 3.4.16.5), 
carboxypeptidase, vitellogenic-like, likely 
homolog of rat and mouse retinoid-inducible 
serine carboxvDeotidase 


3634 


15696 


NM_022939 


e 




Homo sapiens cDNA FLJ31164 fis, clone 
KIDNE1 000104, weakly similar to 
SYNTAXIN 7, expressed sequence 
AU041521, syntaxin 12, syntaxin 16, 
svntaxin 7 


505 


15410 


AA875268 


r 




Homo sapiens cDNA FLJ31499 fis, clone 
NT2NE2005441 , weakly similar to 
SPLICEOSOME ASSOCIATED PROTEIN 
49 


3228 


675 


NMJ13066 


g 




Homo sapiens cDNA FLJ31586 fis, clone 
NT2RI2002211, microtubule-associated 
protein 2, transformation related protein 53 
bindina protein 1 


4458 


602 


X68101 


bb 




Homo sapiens cDNA FLJ32122 fis, clone 
rcDUVi iuuu ihh, rnoucidiuiy bHiiiicu vj My, 

KIAA1058 protein, erythroid differentiation 
regulator, expressed sequence AA959601, 
expressed sequence R75174 


4280 


22595 


NM J 39253 


d 




Homo sapiens cDNA FLJ32237 fis, clone 
PLACE6004966, Human transposon-Iike 
element mRNA 
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SEQ C 

id i 

NO. 


5LGC c 
D NO. i 


JenBank ■ •'■ A 
Vcc. or 
lefSeqlD' 
io. 


flodel Code Y 

■ ■,. ' 1 


iuman Homologous Gene b 
lame _ * - 


iuman Homologous Cluster Title ; : ■{ 


3445 1 


8362 r 


WJ)19187 r 




< 


■lomo sapiens cDNA FU32393 fis, clone 
5KMUS2000074, highly similar to Homo 
saDiens methvltransferase COQ3 mRNA 


4391 ; 


3387 I 


J75411 ( 


5C 


i 

I 
i 


Homo sapiens cDNA FLJ32612 fis, clone 
3TOMA2Q00088, highly similar to IG 
LAMBDA CHAIN C REGIONS, RIKEN 
SDNA20103G9G21 aene 


403 


23340 i 


M859519 






Homo sapiens cDNA FU32971 fis, clone 
TESTI2008847 


403 


23341 


AA859519 


bb 




Homo sapiens cDNA FLJ32971 fis, clone 
TESTI2008847 


2159 


14941 


AI171196 • 


PP 




Homo sapiens cDNA FLJ21205 fis, clone 
COL00328, integral inner nuclear 
membrane protein 


2907 


21864 


H31144 


PP 




Homo sapiens cDNA FLJ21251 fis, clone 
COL01259, Homo sapiens, Similar to 
activated p21cdc42Hs kinase, clone 
MGC:15139 IMAGE:4302390, mRNA, 
comolete cds 


2907 


20456 


H31144 


II. pp 




Homo sapiens cDNA FLJ21251 fis, clone 
COL01259, Homo sapiens, Similar to 
activated p21cdc42Hs kinase, clone 
MGC:15139 1MAGE:4302390, mRNA, 
complete cds 


4012 


11830 


NMJ)53598 


General 




Homo sapiens cDNA: FU22642 fis, clone 
HSI06970, RIKEN cDNA 4933436C10 gene, 
nudix (nucleoside diphosphate linked moiety 
X)-type motif 3, nudix (nucleotide 
diphosphate linked moiety X)-type motif 3 


4012 


18795 


NM.053598 


bb 




Homo sapiens cDNA: FLJ22642 fis, clone 
HSI06970, RIKEN cDNA 4933436C10 gene, 
nudix (nucleoside diphosphate linked moiety 
X)-type motif 3, nudix (nucleotide 
diphosphate linked moiety X)-type motif 3 


4012 


23192 


NMJ)53598 


a, PP 




Homo sapiens cDNA FU22642 fis, clone 
HSI06970, RIKEN cDNA4933436C10gene, 
nudix (nucleoside diphosphate linked moiety 
X)-type motif 3, nudix (nucleotide 
diphosphate linked moiety X)-type motif 3 


792 


21649 


AA900351 


I, uu 




Homo sapiens cDNA: FLJ22696 fis, clone 
HS11 1 696, RIKEN cDNA 3930402F23 gene 
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SEQ 

ID 

NO. 
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GLGC 
ID NO. 



GenBank 
Acc. or 
RefSeq ID 
No. 



Model CodelHuman Homologous; Gene 
Name 



Human Homologous Cluster Title 



1494 



15247 



A1014169 



2789 



15248 



4231 



1245 



2349 



o, ii, H, pp, 
xx 



AI237654 nn, xx 



15054 



16304 



NMJ38515 p 



AB008424 e,j 



1131 AI177919 hn-.pp.ww 



4320 



1130 



NMJ53313 a,cc 



3124 



18730 



NM_012730 a,j 



Homo sapiens cDNA: FU22783 fis, clone 
KAIA1993, Homo sapiens mRNAful! length 
Insert cDNA clone EUROIMAGE 703547, 
Homo sapiens mRNA; cDNA 
DKFZp434B102 (from clone 
nKF7n4MB10» KIAA1376 protein 



Homo sapiens cDNA: FU22783 fis, clone 
KAIA1993, Homo sapiens mRNA full length 
insert cDNA clone EUROIMAGE 703547, 
Homo sapiens mRNA; cDNA 
DKFZp434B102 (from clone 
nKFZn434Bi n?V KIAA1376 protein 



Homo sapiens cDNA: FU22845 fis, clone 
KAIA5195, cytochrome P450, 2d22, 
cytochrome P450, subfamily IID 
debrisoquine, sparteine, etc., - 
metabolizing), polypeptide 6 



Homo sapiens cDNA FLJ22845 fis, clone 
KAIA5195, Mus musculus, Similar to 
cytochrome P450, 2d10, clone MGC:18824 
IMAGE:4207630, mRNA, complete cds, 
cytochrome P450, subfamily IID 
(debrisoquine, sparteine, etc., - 
mfttaholizino ^ mlvnftntide6 



Homo sapiens cDNA: FU22845 fis, done 
KAIA5195. Mus musculus, Similar to 
cytochrome P450, 2d10, done MGC:18824 
IMAGE:4207630, mRNA, complete cds, 
cytochrome E450, subfamily IID 
debrisoquine, sparteine, etc., - 
mptahnlizinn \ nnlvnentide 6 



Homo sapiens cDNA: FLJ22845 fis, clone 
KAIA5195, Mus musculus, Similar to 
cytochrome P450, 2d10, clone MGC:18824 
IMAGE:4207630, mRNA, complete cds, 
cytochrome P450, subfamily IID 
(debrisoquine, sparteine, etc., - 
m qtahoimno V nnlvneptide 6 



Homo sapiens cDNA: FU22845 fis, clone 
KAIA5195, RIKEN cDNA 1300006E06 gene,| 
cytochrome P450, subfamily IID 
(debrisoquine, sparteine, etc. , - 
mfttabolizinQl polypeptide 6 
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SEQ 

ID 

NO. 


GLGC 
ID NO, 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


607 


3427 


AA892246 


nn 




Homo sapiens clone IMAGE: 19631 78, 
mRNA sequence, Mst3 and SOK1-related 
kinase, Mus musculus, Similar to 
serine/threonine kinase 24 (Ste20, yeast 
homolog), clone MGC:6330 
IMAGE:3482980, mRNA, complete cds, 
RIKEN cDNA 2610018G03 gene, expressed 
sequence AI042849, mitogen-activated 
protein kinase kinase kinase kinase 5, 
serine/threonine kinase 25 (yeast) 


969 


22471 


AA944617 


bb 




Homo sapiens mRNA for FLJ00235 protein, 
chromosome 21 open reading frame 2, 
hypothetical protein FLJ10565 


39/8 


23811 


NM_053436 


WW 




Homo sapiens mRNA full length insert 
cDNA clone EUROIMAGE 1 17929, TAR 
(HIV) RNA binding protein 2, protein kinase, 
interferon inducible double stranded RNA 
dependent activator, protein kinase, 
interferon-inducible double stranded RNA 
dependent activator, staufen (RNA binding 
protein) homolog 1 (Drosophila), staufen 
(RNA binding protein) homolog 2 
(Drosophila), staufen, RNA binding protein 
(Drosophila), staufen, RNA binding protein, 
homolog 2 (Drosophila) 


830 


4917 


AA924140 


P 




Homo sapiens mRNA; cDNA 
DKFZp566P2324 (from clone 
DKF2p566P2324), Homo sapiens, clone 
MGC:21553 IMAGE41 55396, mRNA, 
complete cds, KIAA0193 gene product, 
hypothetical protein BC002980, hypothetical 
protein FLJ23149 


1869 


2972 


AI102606 


ss 




Homo sapiens NADH dehydrogenase 
ubiquinone 1 alpha subcomplex mRNA, 
complete cds, NADH dehydrogenase 
(ubiquinone) 1 alpha subcomplex, 10 (42kD) 


980 


23423 


AA944912 


dd 




Homo <;anipr»Q NAHM 4 /MAZ^-MX mDMA 

complete cds, hypothetical protein 
FU20105, hypothetical protein from 
EUROIMAGE 200532R 


4275 


18108 


NMJ39105 


!,w, 

General, uu, 
w 





Homo sapiens PP1579 mRNA, complete 
cds, Mus musculus, clone MGC:6299 
IMAGE:2654341, mRNA, complete cds, 
expressed sequence AW546468, expressed 
sequence C80305, ribonuclease/angiogenin 
nhibitor 
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SEQ 

ID : : 
NO 


GLGC 
ID NO. 


GenBank 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 


2917 


17913 


H31707 


I, x, General, 
dd, uu 




Homo sapiens, clone IMAGE:3940519, 
mRNA, partial cds, hypothetical protein 
DKFZp762O076 


436 


23346 


AA859983 : 


c 




Homo sapiens, clone MG&12617 
IMAGE:2964706, mRNA, complete cds, 
cyclin M3, cyclin M4 


AAC\ 




AA860015 


c 




Homo sapiens, clone MGC:12617 
IMAGE:2964706, mRNA, complete cds, 
cyclin M3, cyclin M4 j 


3606 


21211 


NM.022607 


t, nn 




Homo sapiens, clone MGC: 12790 
IMAGE:4302265, mRNA, complete cds, 
NADH dehydrogenase (ubiquinone) 
flavoprotein 3 (10kD), nucleolar and coiled- 
bodv DhosDhoorotein 1 


968 


17948 


M944581 


f 




Homo sapiens, clone MGC: 15307 
IMAGE:41 35946, mRNA, complete cds 


2576 


19271 


AI231566 


f, q, PP, ww 




Homo sapiens, clone MGC:18164 
IMAGE:41 55088, mRNA. complete cds 


1775 


8665 


AI071965 


ee 




Homo sapiens, clone MGC:25063 
IMAGE:4480702 t mRNA, complete cds 


589 


16836 


AA892005 


r 




Homo sapiens, clone MGC:32124 
IMAGE:4877960, mRNA, complete cds, 
RIKEN cDNA 1110060M21 gene, RIKEN 
cDNA 4631434019 gene, progesterone 
receptor membrane component 1, 
progesterone receptor membrane 
comDonent 2 


2375 


11374 


AI178672 


k ' 




Homo sapiens, clone MGC:8769 
IMAGE:3860953, mRNA, complete cds 




20468 


AI639494 


m 




Homo sapiens, clone MGC:8769 
IMAGE:3860953, mRNA, complete cds 


3632 


2006 


NM__022936 


O, XX 




Homo sapiens, clone MGC:9645 
IMAGE:3922910, mRNA, complete cds, 
RIKEN cDNA 2310063B19 gene, epoxide 
hydrolase 2, cytoplasmic, hypothetical 
protein FLJ11743, hypothetical protein 
FLJ22408 


3632 


2007 


NMJJ22936 


o,s 




Homo sapiens, clone MGC:9645 
IMAGE:3922910, mRNA, complete cds, 
RIKEN cDNA 2310063B19 gene, epoxide 
hydrolase 2, cytoplasmic, hypothetical 
protein FLJ11743, hypothetical protein 
FLJ22408 


3632 


2008 


NM_022936 


0, S, XX 




Homo sapiens, clone MGC:9645 
IMAGE:3922910, mRNA, complete cds, 
RIKEN cDNA 2310063B19 gene, epoxide 
hydrolase 2, cytoplasmic, hypothetical 
protein FLJ11743, hypothetical protein 
FU22408 
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SEQ 

ID 

NO. 


GLGC 
ID NO. 


GenBank 
Acc. or • 
RefSeq ID 
No. 


Model Code 


i human Homologous Gene 
Name : 


Human Homologous Cluster Title 1 


3632 


2009 


NMJ322936 


n, o 




Homo sapiens, clone MG&9645 
!MAGE:3922910, mRNA, complete cds, 
RIKEN cDNA 2310063B19 gene, epoxide, 
hydrolase 2, cytoplasmic, hypothetical 
protein FU11743, hypothetical protein 
FLJ22408 


3403 


20583 


NMJM7306 


k, nn 




Homo sapiens, Similar to dodecenoyl- 
Coenzyme A delta isomerase (3,2 trans- 
enoyl-Coenzyme A isomerase), clone 
MGC:3903 iMAGE:3630566, mRNA, 
complete cds 


1909 


13317 


AH 03637 


ee 




Homo sapiens, Similar to protein kinase 
NYD-SP25, clone MGC:26757 
IMAGE:4828082, mRNA, complete cds, 
RIKEN cDNA 281 041 1 G23 gene, tumor 
protein D52-like 2 


3601 


20960 


NMJ)22598 


a 




Homo sapiens, Similar to RIKEN cDNA 
4930513009 gene, clone MGC:33185 
IMAG&5269882, mRNA, complete cds, 
Mus musculus, Similar to hypothetical 
protein DKFZp761J139, clone MGC:11924 
IMAGE3599595, mRNA complete cds, 
RIKEN cDNA 4930513009 gene, cellular 
nucleic acid binding protein, zinc finger 
protein 9 (a cellular retroviral nucleic acid 

hinrlinn nrntpin\ 


1038 


18383 


M946421 


m 




Homo sapiens, Similar to transcription factor 
EB, clone IMAGE:3944945, mRNA, partial 
cds 


2061 


15399 


AI1 45451 


00 




homolog of yeast mRNA transport regulator 
3 


2483 


22455 


AI228524 


s 




HSPC230 gene, RIKEN cDNA 1700021 F05 
gene 


4244 


1896 


NM_1 38840 


a 




n i tsN^y protein, trans-golgi network protein 
1, trans-oolai network protein 2 


4244 


1899 


NMJ38840 


W 




HTGN29 protein, trans-goigi network protein 
1 , trans-qolai network protein 2 


40 


16959 


AA799550 


u 




Human putative ribosomal protein S1 
mKiNA, KlKfcN cDNA 9130413122 gene, T- 
sell activation protein, hvoothetical Drotein 
3C006130 


3080 


17292 


MMJM2584 


General, cc 


1 
1 

1 

( 


iydroxy-delta-5-steroid dehydrogenase, 3 
rata- and steroid delta-isomerase 1, 
lydroxysteroid dehydrogenase-4, delta<5>- 
3-beta, hydroxysteroid dehydrogenase-5, 
JeIta<5>-3-beta 


1433 ' 


12475 1 


M012632 < 




\ 


lypothetical protein BC00O919 



l 

1 
i 

i 
f 
'i 

i 
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SEQ C 


3LGC ( 


SenBank A 


flodel Code h 


Jumah Homologous Gene F 


luman Homologous Cluster Title 


ID 1 


D NO. / 


tec. or 




4ame 




NO. 


F 

r 


tefSeqID 
to. 








566 1 


1966 t 


\A891800 v 


V 


t 

F 
( 


hypothetical protein BC008246, Inorganic 
)yrophosphatase, pyrophosphatase 
inoraanic) 


1153 ; 


2583 > 


XA965166 i 


j, mm 


I 

1 

1 


lypothetical protein BCO08246, inorganic 
jyrophosphatase, pyrophosphatase 
inorganic) 


4297 ( 


3731 I 


MM J 45096 ( 

t 




1 

1 


lypothetical protein DKFZp66702416, 
lypothetical protein FU2Q984, leukocyte 
receptor cluster (LRC) member 4, zinc 
finger, DHHC domain containing 7, zinc 
finaer. DHHC domain containina 9 


2100 


16727 


A1169287 


z, General, 
kk 




hypothetical protein DKFZp761C169, 
hypothetical protein SP192 


2513 


23563 


AI229421 


p 




hypothetical protein FL J 1 0074 ' 


1990 


23099 


AI1 12365 


y, nn, ww 




hypothetical protein FU10292, mago-nashi 
homolog, proliferation-associated 
(Drosophila) 


2178 


17746 


AI171615 


ss 




hypothetical protein FLJ10402 


2535 


4662 


AI230215 


II 




hypothetical protein FLJ10468 I 


609 


22903 


AA892250 


h, q, dd 




hypothetical protein FLJ10514 


1703 


8132 


AI060050 


P, bb 




hypothetical protein FLJ10613, hypothetical 
protein FLJ 12595, nucleolar GTPase, 
putative nucleotide binding protein, estradiol- 
induced 


1054 


17191 


AA955382 


c 




hypothetical protein FLJ10637 


240 


7208 


AA819337 


t, mm, qq 




hypothetical protein FU10856 


299 


18876 


AA849790 


u 




hypothetical protein FLJ1 1 773 


4284 


7859 


NM_1 39328 


kk 




hypothetical protein FLJ1 3291 


1710 


4337 


AI060281 


II 




hypothetical protein FLJ13798, hypoxia- 
inducible factor 1 , alpha subunit inhibitor 


2523 


2688 


AI229793 


k, s 




hypothetical protein FU20010 


2832 


18533 


AI639231 


g 




hypothetical protein FLJ20333, hypothetical 
protein HSPC226 


115 


22918 


AA800243 


o, p, w, ii, rr 




hypothetical protein FLJ20871 similar to 
FSP27 


106? 


23278 


AA955553 


1 




hypothetical protein IMAGE3455200 


1325 


22801 


AI009197 


a 




hypothetical protein IMAGE3455200 


702 


3879 


AA893237 


t,cc, xx 




hypothetical protein MBC3205 


336 


19187 


AA851230 


General, pp 




hypothetical protein MGC11102 


51 


20980 


AA799633 


dd, oo 




hypothetical protein MGC13016 


392 


15148 


AA859325 


w 




hypothetical protein MGC14151 


241 


17024 


AA819356 


i 




nypotneucai proiem moo 100/ 1 


2646 


11507 


AI233222 


ee 




hypothetical protein MGC2803 


915 


9942 


AA942697 


y 




hypothetical protein MGC3133 


561 


17271 


AA891759 


a,s 




hypothetical protein MGC4308 


120 


17206 


AA800296 


u 




hypothetical protein MGC5378, poly(A) 
polymerase beta (testis specific) 


4212 


12719 


NMJ34373 


1, uu 




hypothetical protein PP5395 


4205 


15655 


NM 133621 


nn 




hypothetical protein SMAP31 
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SEQ„ ( 

id " ; i 

NO. 


SLGC C 
D NO. / 
F 
I 


SenBank ft 
tec. or 
tefSeq ID 
4o. 


/lodel Code I- 


luman Homologous Gene Y 
Jame 


luman Homolpgoiis Cluster Title : 


3688 1 


7916 r 


4M.024488 c 




\ 

c 
I 


lypothetical protein, MGC:8303, likely 
)rtholog of rat CDK5 activator-binding 
)rotein C53 


4055 ' 


16921 f 


vlM_053806 ( 




\ 
\ 
! 


lypoxanthine guanine phosphoribosyl 
ransferase, hypoxanthine 
Dhosphoribosyltransferase 1 (Lesch-Nyhan 
syndrome} 


637 


11994 i 


<\A892507 


h 




mmature colon carcinoma transcript 1 


2257 


1587 


M1 76063 


i 




nositol polyphosphate-5-phosphatase, 72 
kDa 


3020 


1586 


M57728 


oo, pp 


1 

■ 


inositol polyphosphate-5-phosphatase, 72 
kDa 


3135 


15174 


NM_012756 


,ss 




insulin-like growth factor 2 receptor 


3252 


16982 


NMJM3144 


f, r, z, ee.ff, 
rr 




insulin-like growth factor binding protein 1 


2778 


23076 


AI237388 


q.dd 




interferon-related developmental regulator 
1, interferon-related developmental 
regulator 2 


3194 


709 


NMJ)12968 


h 




interkeukin 1 receptor accessory protein-like 
2, interleukin 1 receptor accessory protein, 
interleukin 18 receptor 1, interleukin 18 
receptor accessory protein, single Ig IL-1 
receDtor related protein 


2387 


4279 


AI178808 


k 




interleukin 2 receptor, gamma (severe 
combined immunodeficiency), interleukin 2 
receptor, qamma chain 


271 


23759 


AA848402 


u 




interleukin enhancer binding factor 2, 45kD, 
spermatid perinuclear RNA binding protein 


3415 


25515 


NMJ)17339 


g 




ISL1 transcription factor, LIM/homeodomain, 
(islet-1) 


1161 


2809 


AA996471 


p 




JM11 protein 


2700 


15034 


AI235054 


s 




JM5 protein, Mus muscuius, Similar to 
hypothetical protein FU10055, clone 
MGC:36416 IMAGE:5322999, mRNA, 
complete cds, RIKEN cDNA 0610008N23 
aene 


69 


16730 


AA799766 


I 




JTV1 gene 


525 


5384 


AA891041 


w 




Jun-B oncogene, jun B proto-oncogene 


3536 


20161 


Kit. A nOH ooc 

NIVL021836 


00 






3727 


1731 


NM 031047 


tt 




junction plakoglobin 


3889 


1184 


NM_031778 


cc 




K+ voltage-gated channel, subfamily S, 2, 
potassium voltage-gated channel, delayed- 
rectifier. subfamily S, member 3 


996 


7683 


AA945320 


a 




karyopherin (importin) alpha 3, karyopherin 
alpha 3 (importin alpha 4) 


1387 


4203 


AI011082 


j 




karyopherin (importin) alpha 3, karyopherin 
alpha 3 (importin alpha 4) 


462 


16042 


AA874827 


cc 




KIAA0008 qene product 
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SEQ 
ID 


GLGC 
D NO. < 

' ■ 


GenBank 
Acc. or 
RefSeqID 
No. 


Model Code 


Human Homologous Gene 
Name 1 


Human Homologous Cluster Title 


423 


19486 , 


AA859870 


1, nn 




KIAA0063 gene product, hypothetical 
transmembrane protein SBB154 I 


914 


20910 


AA942693 


X 




KIAA0102 gene product, RIKEN cDNA 
5730406115 gene 


2008 


15196 


AI136610 


ee 




KIAA0185 protein 


2746 


15398 


AI236566 


s 




KIAA0375 gene product, nesca protein 


1009 


9657 


AA945739 


e 




KIAA0391 gene product 


2511 


19138 


AI229413 


s 




KIAA041 5 gene product 


803 


3944 


AA900688 


WW 


- 


KIAA0553 protein, MDN1, midasin homolog 
i yeast), O-linked N-acetylglucosamine 
GlcNAc) transferase (UDP-N- 
acetylglucosamine:polypeptide-N- 
acetylglucosaminyl transferase), PC326 
protein, TPR-containing, SH2-binding 
phosphoprotein, death inducer-obliterator-1, 
f?xnre,s?>^ seouenne AF013969 


731 


24185 


AA893708 


y 




K1AA0560 gene product 


4294 


17277 


NMJ45082 


g 




KIAA0562 gene product 


2371 


8418 


AI178566 


u 




KIAA0605 gene product, hypothetical 
protein FLJ13710 


1749 


9615 


A1071289 


l,z 




KIAA0779 protein 


1700 


8496 


AI059974 


tt 




KIAA0978 protein, KIAA1685 protein, 
KIAA1713 protein 


772 


22490 


AA899289 


ii 




KIAA1049 protein 


972 


22492 


AA944741 


dd 




KIAA1049 protein 


2565 


14303 


AI231159 


y 




KIAA1049 protein 


4037 


13622 


NMJ)53713 


1 




Kruppel-like factor 1 (erythroid), Kruppei-like 
factor 2 (lung), Kruppel-like factor 4 (gut) 

— 


4037 


22411 


NMJ)53713 


f, qq 




Kruppel-like factor 1 (erythroid), Kruppel-like 
factor 2 (lung), Kruppel-like factor 4 (gut) 


4037 


25379 


NM_053713 


qq 




Kruppel-like factor 1 (erythroid), Kruppel-like 
factor 2 (lung), Kruppel-like factor 4 (gut) 


1165 


2915 


AA996782 


WW 




lamin B1, lamin B2 


1085 


18669 


AA956453 


w 




leptin receptor gene-related protein 


2213 


11525 


AI172286 


p 




leucine-rich PPR-motif containing 


368 


10517 


AA858600 


nn 




leucine-zipper-like transcriptional regulator, 
1 


3546 


20204 


NM_022196 


f 




leukemia inhibitory factor, leukemia 
inhibitory factor (cholinergic differentiation 
factor) 


2470 


14230 


AI228064 


y 




LIM domain only 1 (rhombotin 1), LIM 
domain only 4, LIM only 1, LIM only 4, 
expressed seauence AI854781 


381 


14589 


AA858982 


p.y 




LIM domain only 4, LIM only 4 


295 


22933 


AA849763 


y 




liptn 1 
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SEQ ( 
ID 1 
NO. 


3UGC ( 
DNO. i 
I 
I 


BenBank I 
\cc. or 
*efSeqlb 
Mo- 


Model Code 1 
1 


Human Homologous Gene \ 
tame 


Human Homologous Cluster Title .;, 


4413 ( 


572 ; 


\fA 0700 4 

\13722 i 


T.JJ 


i 

i 
i 


ow oensiiy iipoproiein receptor, iow ueiibuy 
ipoprotein receptor (familial 
ivpercholesterolemia) 


2602 < 


409 


M232268 


P.r 




ow density lipoprotein receptor-related 
protein associated protein 1, low density 
ipoprotein-related protein-associated 
protein 1 (alpha-2-macroglobulin receptor- 
associated orotein 1) 


4481 


407 


Z11995 


gg, hh 




ow density lipoprotein receptor-related 
protein associated protein 1, low density 
lipoprotein-related protein-associated 
protein 1 (alpha-2-macroglobulin receptor- 
associated protein 1) 


2638 


17240 


AI233054 


mm 




low molecular mass ubiquinone-binding 
protein (9.5kD) 


2781 


21653 


AI237535 






LPS-induced TNF-alpha factor 


4382 


21654 


U53184 


f, I, y, 

General , ee 




LPS-induced TNF-alpha factor 


2314 


4190 


A1177016 


z, ee 




Lsm 1 protein, uo snKiNA-associatea om- 
like protein LSm8 


2258 


24745 


AI176101 


d,j 




lysosomal-associated protein 
transmembrane 4 alpha, lysosomal- 
associated protein transmembrane 4A, 
putative intearal membrane transporter 


1480 


7316 


A1013883 


s 




makorin, ring finger protein, 1 


3984 


3860 


NMJ>53477 


g, o, ff, ii 




malonyl-CoA decarboxylase 


3086 


382 


NIVL012599 


a, d, gg, hh 




mannose binding lectin, liver (A), mannose- 
binding lectin (protein U) z, soiuoie (opsonic 
defect) 


3998 


22919 


NM.053556 


UU, WW 




maternal oi u it anscnpt 


2116 


3909 


AI169903 


1 




MD-2 protein, lymphocyte antigen 96 


2436 


14803 


AI179906 


r 




Mdm4, transformed 3T3cell double minute 
4, p53 binding protein (mouse), expressed 
sequence C85810, transformed mouse 3T3 
cell double minute 4 


198 


3275 


AA818112 


f, uu 




mesenchymal stem cell protein DSC92, 
neuqrin 


2981 


18620 


L40364 


gg, hh 




MHC (A.CA/J(H-2K-f) class I antigen, Rattus 
norvegicus cione h ciass i ivinu neavy cndui 
RT1.A(n) antigen precursor (RT1.A(n)) 
mKNA, complete cos, nistocompatioiiity z, u 

rpnion lnr*iiQ 1 hiQtnrvimnatihilih/ 0 1 rpflion 

histocompatibility 2, Q region locus 10, 
histocompatibility 2, T region locus 24, 
major histocompatibility complex, class I, B 


605 


8317 


AA892234 


b, s.z, 
General 




microsomal glutathione S-transferase 3 


504 


15205 


AA875263 


m 




microspherule protein 1 
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SEQ I 


3LGC < 


3enBank I 


Vlodel Code I 


Human Homologous Gene /; 


Human Homologous Cluster Title 


ID I 


D NO. ' i 


Ace. or ' 




Slame '4' 




NO. 


■ 


RefSeqID 
No. 








23 


20957 , 


AA799440 1 


ff 




mitochondrial ribosomal protein L13 


2205 


11416 


AI172185 






mitochondrial ribosomal protein L49 


2848 


19152 


AI639387 


c 




mitochondrial ribosomal protein S6 j 


4065 


17299 


NM_053842 


WW 




mitogen activated protein kinase 1, mitogen- 
activated protein kinase 1, nemo like kinase 


97 


16712 


AA800015 


V 




Mitogen activated protein kinase 12 (Zipper 
leucine) protein kinase), integrin linked 
kinase, integrinHinked kinase, mitogen 
activated protein kinase kinase kinase 11, 
mitogen activated protein kinase kinase 
kinase 12, mitogen-activated protein kinase 
kinase kinase 12, mitogen-activated protein 
Icinasfi kinase kinase 13 


3411 


24766 


NM_017322 


k 




mitogen activated protein kinase 9, mitogen- 
activated protein kinase 9 


3411 


24767 


NM„017322 


u 




mitogen activated protein kinase 9, mitogen- 
activated protein kinase 9 j 


3907 


10176 


NMJ)31837 


w 




MLL septin-like fusion, septin 9 


306 


18696 


AA849965 


q, nn, qq, xx 




M025 protein, RIKEN cDNA 2810425013 
qene, calcium binding protein, 39 kDa 


356 


18697 


AA851776 


j 




M025 protein, RIKEN cDNA 2810425013 
gene, calcium binding protein, 39 kDa 


328 


3924 


AA851017 


ff 




molybdenum cofactor synthesis 2 \ 


1341 


3926 


AI009592 


e, o 




molybdenum cofactor synthesis 2 


4267 


809 


NM_1 39089 


ee 




monokine induced by gamma interferon, 
small inducible cytokine B subfamily (Cys-X- 
Cys motif), member 13 (B-cell 
chemoattractant), small inducible cytokine B 
subfamily (Cys-X-Cys), member 10, small 
inducible cytokine subfamily B (Cys-X-Cys), 
member 10, small inducible cytokine 
snhfamtlv B fOvs-X-CvsV member 11 


4207 


1463 


NM_1 34334 


e,1 




Mus musculus 10 day old male pancreas 
cDNA, RIKEN full-length enriched library, 
clone:1 810054L16:kidney-derived aspartic 
protease-like protein, full insert sequence, 
cathepsin D, cathepsin D (lysosomal 
asDartvl Drotease) 


3846 


20766 


NMJ31643 


nn 




Mus musculus 12 days embryo head cDNA, 
RIKEN full-length enriched library, 
clone:3000002B10:mitogen activated 
protein kinase kinase 5, full insert sequence, 
mitogen activated protein kinase kinase 1, 
mitogen-activated protein kinase kinase 1 
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SEQ ( 
ID l 

NO. 


5LGC ( 
3 NO. / 
F 

r 


SenBank f 
\cc. or 
fefSeq ID 
vlb. . 


Aodel Code h 


tuman Homologous Gene fr 
(lame 


iuman Homologous Cluster Title \ ; 


3846 : 


>0767 r 


v|M_031643 s 




\ 
f 
( 

I 
i 


wlus musculus 12 days embryo head cDNA, 
RIKEN fulHength enriched library, 

■»lnn£i*^nnnnn9R1 n*mitnripn prtivatpd 

AUi Ic.OUUUUUiiD I \J.ll UluyCU dUUVQlcu 

protein kinase kinase 5, full insert sequence, 
nitogen activated protein kinase kinase 1 , 
nitogen-activated protein kinase kinase 1 


3530 


19824 


MM AOHTCfV 

>JM_UZl fOU 


c, General, 
kk 




Miiq miiQrjiln^ pHtilf malp [iv/pr cDNA 

RIKEN full-length enriched library, 
clone:1 30001 5E02:deoxyribonuctease II 
alpha, full insert sequence, cysteine sulfinic 
acid decarboxvlase-related protein 2 


3530 


19825 


NM_021750 


I, General, 
dd, ii, qq, w 




Mus musculus adult male liver cDNA, 

r\ir\tiiN luii-iciiym tjiuiujitju ituiaiy, 
clone: 1 30001 5E02:deoxyribonuciease II 
alpha, full insert sequence, cysteine sulfinic 
acid decarboxvlase-related Drotein 2 


3269 


1300 


NMJJ13190 


t 




Mus musculus adult male stomach cDNA, 
RIKEN full-length enriched library, 

ClOne. 1 UtaJOC I / .pilUopilUu UlAUWJ Woe, 

liver, B-type, full insert sequence, 
phosphofructokinase, liver, 
DhosDhofructokinase. liver. B-tvDe 


867 


23261 


AA925145 


b, uu, w 




Mnc mi i<?n ill iq aHiilt malp tp^tte nDNA 
IvlUo liiUouUiUo duun ii laic icouo wuiin, 

RIKEN full-length enriched library, 
clone:4930572N12:betaine-homocysteine 
methyltransferase, full insert sequence, 
Detaine-nomocysieine meinyiiransTerdbe, 
betaine-homoevsteine rnethvltransferase 2 


3955 


20235 


NM.053302 


bb 




Mus musculus dual specificity phosphatase 
T-DSP10 mRNA, complete cds, RIKEN 
cDNA 5930436K22 gene, protein 
pnospnaiase 


751 


22783 


AA894207 


cc 




Mus musculus dual specificity phosphatase 
T-DSP10 mRNA, complete cds, RIKEN 
cDNA 5930436K22 gene, protein 
phosphatase 


4011 


21709 


NM_053596 


kk.ss 




Mus musculus endothelin converting 
enzyme-2 mRNA, complete cds, endothelin 
converting enzyme 1, expressed sequence 
AW322500, mel transforming oncogene-like 
1 


4102 


24430 


NNL053996 


w 




Mus musculus glycine transporter type 2 
(Glyt2) mRNA, complete cds, glycine 
transporter 1, homolog of rat orphan 
transporter v7-3, solute carrier family 6 
(neurotransmitter transporter, L-proline), 
member 7 .. - 
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SEQ < 
ID I 
NO. 


3LGC < 
DNO. i 


3enBank 1 
\tc. or 
RefSeq lb 
No. 


VIodel Code 1 
' 1 


Human Homologous Gene 1 
tame 


Human Homologous Cluster Title 


2545 


13555 t 


M230547 ( 


i 


■ 


Wus musculus lethal giant larvae-like protein 
2 mRNA, complete cds, RIKEN cDNA 
4930565N16 gene, lethal giant larvae 
homoloq 1 (DrosoDhila) 


3241 


1793 


NM_013105 




■ 


Mus musculus mRNA for cytochrome P450, 
GYP3A, complete cds, cytochrome P450, 
steroid inducible 3a1 1 , cytochrome P450, 
subfamily IIIA (niphedipine oxidase), 
DolypeDtide3 


3241 


1794 


NM.013105 






Mus musculus mRNA for cytochrome P450, 
CYP3A, complete cds, cytochrome P450, 
steroid inducible 3a1 1 , cytochrome P450, 
subfamily IIIA (niphedipine oxidase), 
ooWoeDtide 3 


3241 


1795 


NM_013105 






Mus musculus mRNA for cytochrome P450, 
CYP3A, complete cds, cytochrome P450, 
steroid inducible 3a11, cytochrome P450, 
subfamily IIIA (niphedipine oxidase), 
oolvoeDtide 3 


3241 


1796 


NMJ)13105 


V 




Mus musculus mRNA for cytochrome P450, 
CYP3A, complete cds, cytochrome P450, 
steroid inducible 3a11, cytochrome P450, 
subfamily IIIA (niphedipine oxidase), 
DolvDeDtide 3 


3963 


15790 


NM_053341 


u 




Mus musculus mRNA for PDZ-domain 
protein Gipc3, complete cds, PDZ domain 
protein GIPC2, expressed sequence 
AU021850, regulator of G-protein signaling 
19 interactin§i)rotein 1, regulator of G- 
protein signalling 19 interacting protein 1, 
semaF cytoplasmic domain associated 
nrotein 2 


3949 


24484 


NMJ352806 


k 




Mus musculus nicotinic acetylcholine 
receptor beta4 subunit (Chmb4) mRNA, 
complete cds, cholinergic receptor, nicotinic, 
beta polypeptide 2 (neuronal), cholinergic 
receptor, nicotinic, beta polypeptide 4 


3718 


1624 


NM_031023 


q, z, Genera 


1 


Mus musculus secreted protein precursor 
Ym2 mRNA complete cds, Mus musculus, 
Similar to di-N-acetylchitobiase, clone 
!MAGE:4038549, mRNA, partial cds, RIKEN 
cDNA 2210401 K11 gene, RIKEN cDNA 
4921536121 gene, chitinase 1 
(chitotriosidase), chitinase 3-like 3, 

rhitnhiasA rii-N-arPtvl- 
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SEQ 

ID 

NO. 


GLGC 
ID NO. - 


GenBank < 
Acc. or 
RefSeq ID 
No. 


Model Code 


Human Homologous Gene. . 
Name 


Human Homologous Cluster Title 


2361 


19184 


AI178025 


d 




Mus musculus testis exDressed homeohny 
mRNA, complete cds, RIKEN cDNA 
5430405H02 gene, RIKEN cDNA 
5730599009 gene, TG interacting factor, 
TGF(beta)-mduced transcription factor 2- 
like, TGFB-induced factor (TALE family 
homeobox), TGFB-induced factor 2 (TALE 
familv homftohoY\ 


4285 


1962 


NM.139329 


ii 


- 


Mus musculus, clone IMAGE:3491119, 
mRNA, partial cds, Rattus norvegicus 3beta- 
hydroxysteroid dehydrogenase/delta5- 
delta4 isomerase (3beta-HSD) mRNA, 
complete cds, hydroxy-delta-5-steroid 
utJiiyurogenase, o Deia- ano sieroio oeita- 
isomerase 1, hydroxysteroid dehydrogenase 
1, delta<5>-3-beta, hydroxysteroid 
aenyarogenase-^, aeiia<5>-3-oeta ( 
hydroxysteroid dehydrogenase-3, delta<5>- 
3-beta, hydroxysteroid dehydrogenase-6, 
delta<5>-3-beta 


3672 


23489 


NM_024375 


XX 




Mus musculus, clone IMAGE:4224368, 
mRNA, partial cds, growth differentiation 
factor 10 


4230 


534 


NM.138512 


b, u 




Mus musculus, clone MGC:25860 
IMAGE:41 95655, mRNA, complete cds, 
RIKEN cDNA 061 0005C1 3 gene, RIKEN 
cDNA 201 0301 M1 8 gene, RIKEN cDNA 
2210009K14 gene, cytochrome P450, 2c29, 
cytochrome P450, subfamily IIC 
(mephenytoin 4-hydroxylase), polypeptide 
1 9. expressed semifine Al 1 59fifi1 


3343 


2968 


NM_017158 


n 




Mus musculus, clone MGC:25860 
IMAGE:41 95655, mRNA, complete cds, 
RIKEN cDNA 2010301M18 gene, RIKEN 
cDNA 2210009K14 gene, cytochrome P450, 
2c29 t cytochrome P450, 2c38, cytochrome 
P450, subfamily IIC (mephenytoin 4- 
hydroxylase), polypeptide 19, expressed j 
seo-.-wce AI1 59681 , expressed sequence 

Alfc.-\^S 
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SEQ ( 
ID I 
NO. 


3LGC ( 
DNO. j 


SenBarik 1 
tec.or " 
RefSeq ID . 

no. •:' 


Vlodel Code I 
I 


4uman Homologous Gene ! 
^ame 


•iuman Homolbgpus Cluster Title; . 


3343 


2970 


NMJ)17158 


f, rr, ss 


1 


Vlus musculus, clone MGC:25860 
MAGE:41 95655, mRNA, complete cds, 
RIKEN cDNA 201 0301 M1 8 gene, RIKEN 
cDNA 2210009K14 gene, cytochrome P450, 
2c29, cytochrome P450, 2c38, cytochrome 
P450, subfamily UC (mephenytoin 4- 
hydroxylase), polypeptide 19, expressed 
sequence AI1 59681, expressed sequence 


4203 


699 


NMJ33617 


b,q, 
General 




Mus musculus, clone MGC:25863 
IMAGE:41 96269. mRNA, complete cds, 
Mus musculus, clone MGC:37860 
IMAGE:51 00400, mRNA, complete cds, 
serine (or cysteine) proteinase inhibitor, 
clade A (alpha-1 antiproteinase, antitrypsin), 
member 10, serine protease inhibitor 1-1 






NM_1 33586 


\i rr UAAf 
y, 1 1 1 ww 




Mus musculus, clone MGC:28542 
IMAGE:4194872, mRNA, complete cds, 
Mus musculus, clone MGC:31116 
IMAG&4163362, mRNA, complete cds, 
carboxylesterase 1, carboxylesterase 1 
(monocyte/macrophage serine esterase 1), 
carboxylesterase 2 (intestine, liver), 
carboxylesterase 3, carboxylesterase 3 
(brain), carboxylesterase-related protein, 
expressed sequence AI266984, neuroligin 1 


977 


2893 


AA944833 


kk 




Mus musculus; clone MGC:36467 
IMAGE:5359082, mRNA, complete cds, 
RIKEN cDNA 4933434H1 1 gene, RNA 
binding protein p45AUF1, heterogeneous 
nuclear ribonucleoprotein D, heterogeneous 
nuclear ribonucleoprotein D (AU-rich 
element RNA binding protein 1, 37kD), 
heterogeneous nuclear ribonucleoprotein D- 
like, high-glycine/tyrosine protein type I E5 


4397 


23926 


U86635 


d, oo ' 




Mus musculus, glutathione S-transferase, 
mu type 3 (Yb3), clone MGC:30483 
IMAGE:41 66881, mRNA, complete cds, 
RIKEN cDNA 0610005A07 gene, 
glutathione S-transferase M2 (muscle), 
glutathione S-transferase M5, glutathione S- 
transferase, mu 5, glutathione S- 
transferasfi mu Ivnn 3 (Yh31 
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SEQ C 
ID (I 

NO. . 


iLGC : C 
D NO. / 
F 

v - ' I 


JenBank ft 
kcc. br „,f 
tefSeq ID 
Jo. 


lode! Code h 

\ r 


luman Homologous Gene 
lame 


luman Homologous Cluster Title I 


3268 1 


255 r 


WL.013189 f 


F, xx 


F 
1 

< 


t/lus musculus, Guanine nucleotide binding j 
>rotein f alpha, clone MGC:25486 j 
MAGE:4501 587, mRNA, complete cds, 
guanine nucleotide binding protein (G I 
tfoteinl. atoha z Dolvoeotide J 


4204 ' 


1728 1 


MM_133618 t 


>, m, o, cc 


1 

■ 

< 

• 


Mus musculus, Similar to Acetyl-Co A I 
acetyltransferase 1 , mitochondrial, clone 
VIGC:39067 1MAGE:5365469, mRNA, 
complete cds, Mus musculus, Similar to 
hydroxyacyl-Coenzyme A dehydrogenase/3- j 
ketoacyl-Cqenzyme A thiolase/enoyl- 
Coenzyme A hydratase (Afunctional 
protein), beta subunit, clone MGC:7126 
IMAGE:31 5801 5, mRNA, complete cds, 
acetyl-Coenzyme A acyitransferase 
peroxisomal 3-oxoacyi-Coenzyme A 
hiolase), hydroxyacyl-Coenzyme A 
dehydrogenase/3-ketoacyl-Coenzyme A 
thiolase/enoyl-Coenzyme A hydratase ] 
(Afunctional protein), beta subunit 


4253 


14964 


NM_1 38884 


s.uu 




Mus musculus, Similar to aldo-keto j 
reductase family 1 , member D1 (delta 4-3- 
ketosteroid-5-beta-reductase), clone 
MGC:25814 IMAGE:41 62788, mRNA 
complete cds, aldo-keto reductase family 1, 
member D1 (delta 4-3-ketosteroid-5-beta- 
reductase^ _ _ 


4253 


14965 


NM J 38884 


m 




Mus musculus* Similar to aldo-keto J 
reductase family 1 , member D1 (delta 4-3- 
ketosterotd-5-beta-reductase), clone 
MGC:25814 IMAGE:41 62788, mRNA, 
complete cds, aldo-keto reductase family 1 , I 
member D1 (delta 4-3-ketosteroid-5-beta- 
reductase^ 


4353 


13520 


S87522 


c 




Mus musculus, Similar to aminopeptidase B, 
clone MoU.zyzzy iiviaol.diw- iuuo, mruNM, i 
complete cds, expressed sequence 
A18941 67, leukotrlene A4 hydrolase 


4089 


6538 




1 




Mus musculus, Similar to amphiphysin, 
clone IMAGE:5357091, mRNA, partial cds, 
bridging integrator 1 , bridging integrator 2, j 
mvc box dependent interactina protein 1 


4089 


6539 


NMJ>53959 


ss, uu 




Mus musculus, Similar to amphiphysin, [ 
clone IMAGE:5357091, mRNA, partial cds, 
bridging integrator 1 , bridging integrator 2, 
mvc box dependent interactina protein 1 
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SEQ 
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NO. 
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GenBank . , 
Acc or 
RefSeq ID 

No. '' s 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title 

• , • '. 


4053 


25594 


NM.053799 


m 




Mus musculus, Similar to aspartyl-tRNA 
synthetase, clone MGC:6719 
IMAGE:3586278, mRNA, complete cds, 
asparaginyMRN A synthetase, aspartyl-tRNA 
synthetase. IvsvI-tRNA synthetase 


77 


20998 


AA799803 


b, General 




Mus musculus, Similar to complement 
component 1, s subcomponent, clone 
MGC:19094 IMAG&41 96654, mRNA, 
complete cds, Mus musculus, Similar to 
complement component 1, s subcomponent, 
clone MGC:28492 IMAGE:41 66254, mRNA, 
complete cds, complement component 1, s 
subcomponent, protein C 


813 


4857 


AA901237 


mm 




Mus musculus, Similar to cyclin K, clone 
MGC:281 73 IMAGE:3986609, mRNA, 
complete cds, cyclin T1 


4031 


3454 


NM_053662 


ii,tt 




Mus musculus, Similar to cyclin K, clone 
MGC:281 73 IMAGE:3986609, mRNA, 
complete cds, Paneth cell enhanced 
expression, RIKEN cDNA 1810009010 
aene. cvclin L. cvclin T1. cvclin T2 


4031 


3455 


NMJ)53662 


w,tt 




Mus musculus, Similar to cyclin K, clone 
MGC:28173 IMAGE:3986609, mRNA, 
complete cds, Paneth cell enhanced 
expression, RIKEN cDNA 1810009010 
aene. cvclin L. cvclin T1. cvclin T2 


846 


16806 


AA924591 


r, nn 




Mus musculus, Similar to cytochrome P450, 
4a10, clone-MGC:18880 IMAGE4237837, 
mRNA, complete cds, Mus musculus, 
Similar to cytochrome P450, 4a10, clone 
MGC:25972 IMAG&4240359, mRNA, 
complete cds, RIKEN CDNAA230105L22 
gene, cytochrome P450, 4a10, cytochrome 
P450, 4a14, cytochrome P450, subfamily 
IVA, polypeptide 11, expressed sequence 
AI314743 


3014 


16807 


M33936 


K o, v, ss, 

UU, XX 




Mus musculus, Similar to cytochrome P450, 
4a10, clone MGC:18880 IMAGE:4237837, 
mRNA, complete cds, Mus musculus, 
Similar to cytochrome P450, 4a10, clone 
MGC:25972 IMAGE:4240359, mRNA, 
complete cds, RIKEN cDNA A230105L22 
gene, cytochrome P450, 4a10, cytochrome 
P450, 4a14, cytochrome P450, subfamily 
IVA, polypeptide 11, expressed sequence 
AI314743 
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SEQ |C 
ID' II 
NO. 


iLGC C 

D NO ; / 

■ F 
I 


JenBank l\ 
kcc. or 
lefSeqID 
Jo. 


ftodel Cbdell- 


i u man Homologous Gene h 
lame ] : . 


luman Homologous Cluster Title -*.;>■• 


3967 1 


9512 I 


JMJ553365 > 


cx I 


1 

F 
I 
i 


us musculus, Similar to fatty acid binding 
>rotein 4, adipocyte, clone MGC:18548 
MAGE:3670866, mRNA, complete cds, 
attv acid bindina Drotein 4. adiDocvte 


4192 : 


>5821 I 


MMJI 33570 ( 




I 


Mus musculus, Similar to gastrin-releasing 
peptide, clone MGC:37475 
MAGE:4984025, mRNA, complete cds, 
□astrin-releasina peptide 


4161 


16767 


NMJI 30826 


0 




Mus musculus, Similar to hydroxyacyl- 
Coenzyme A dehydrogenase/3-ketoacyl- 
Coenzyme A thiolase/enoyl-Coenzyme A 
hydratase (trifunctional protein), alpha I 
subunit, clone IMAGE:4953760, mRNA, 
partial cds, enoyl Coenzyme A hydratase, 
short chain, 1 , mitochondrial, hydroxyacyl- 
Coenzyme A dehydrogenase/3-ketoacyl- 
Coenzyme A thiolase/enoyl-Coenzyme A . 
hydratase (trifunctional protein), alpha 

ci ihi mit — — — 


4161 


16768 


NM J 30826 


o, ss 




Mus musculus, Similar to hydroxyacyl- 
Coenzyme A dehydrogenase/3-ketoacyl- 
Coenzyme A thiolase/enoyl-Coenzyme A 
hydratase (trifunctional protein), alpha 
subunit, clone IMAGE:4953760, mRNA, 
partial cds, enoyl Coenzyme A hydratase, 
short chain, 1, mitochondrial, hydroxyacyl- 
Coenzyme A dehydrogenase/3-ketoacyl- 
Coenzyme A thiolase/enoyl-Coenzyme A 
hydratase (trifunctional protein), alpha 
. oiihiioi! : 


4200 


17758 


NM J 33606 


k, o, v, xx 




MUS mUSCUIUS, oimildj lO iiyuiUAyauyi 

Coenzyme A dehydrogenase/3-ketoacyi- 
Coenzyme A thiolase/enoyl-Coenzyme A 
hydratase (trifunctional protein), alpha 
subunit, clone IMAGE:4953760, mRNA, 
partial cds, RIKEN cDNA 1300002P22 
gene, enoyl Coenzyme A hydratase, short 
chain, 1, mitochondrial, enoyl-Coenzyme A, 
hydratase/3-hydroxyacyl Coenzyme A 
_ riphvrlrnnpnnsp 
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BenBank I 

tefSeq ID 
ylo. 


l/lodel Code \ 


iuman Homologous Gene 1 
fame 


toman Homologous Cluster Title 


640 


15154 ; 


W892532 ( 


l x, dd, tt 


1 
1 


VIus musculus, Similar to hypothetical 
3rotein MGC3178, clone MGC:28887 
MAGE:4911455, mRNA, complete cds, 
RIKEN cDN A 1 200006L06 gene, RIKEN 
sDNA 170001 5E05 gene, RIKEN cDNA 
2700053F16 gene, RIKEN cDNA 
4921506J03 gene, expressed sequence 
AI987846, expressed sequence AL023058, 
expressed sequence C77895, protein 

rfiQiilfirtft i«?nmpra«5P-rfilfltpd nrotpin 


tuuo 


1Q01R 


NMJJ53849 


y.xx 




Mus musculus, Similar to hypothetical 
protein MGC3178, clone MGC:28887 
IMAGE:4911455, mRNA, complete cds, 
RIKEN cDNA 1 70001 5E05 gene, RIKEN 
cDNA 2700053F16 gene, RIKEN cDNA 
4921506J03 gene, calcium binding protein, 
intestinal, expressed sequence AI987846, 
protein disulfide isomerase related protein 

/ralninm-hinriinn nrntein intftstinal-rftlatfifi^ 


16 


22646 


AA799301 


r 




Mus musculus, Similar to ligatin, clone 
IMAGE4982955. mRNA, partial cds, ligatin 


1075 


22576 


AA955983 


m, dd 




Mus musculus, Similar to microsomal 
glutathione S-transferase 2, clone 
MGC:41409 IMAGE: 151 1631, mRNA, 
complete cds, arachidonate 5-lipoxygenase- 
activating protein, leukotriene C4 synthase, 
microsomal glutathione S-transferase 2 


3204 


9917 


NMJ)12993 


qq 




Mus musculusr Similar to N-arginine dibasic 
convertase 1, clone MGC:25477 
IMAGE:4486176, mRNA, complete cds, 
expressed sequence AI875733, insulin 
degrading enzyme, nardilysin (N-arginine 
dibasic convertase} 


3204 


9918 


NMJ)12993 


11 




Mus musculus, Similar to N-arginine dibasic 
convertase 1 , clone MGC:25477 
IMAGE:4486176, mRNA, complete cds, 
expressed sequence AI875733, insulin 
degrading enzyme, nardilysin (N-arginine 
dibasic convertase) 


3257 


1309 


NM_013159 


e, bb, oo 




Mus musculus, Similar to N-arginine dibasic 
convertase 1, clone MGC:25477 
IMAGE:4486176, mRNA, complete cds, 
insulin degrading enzyme, insulin-degrading 

enzyme 
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SEQ < 
ID I 

NO, 


3LGC = ( 
D NO. > 
f 
I 


SenBank I 

Kcc.ot 

*efSeqlD 

MO. 


i/lodet Code \ 
I 


Human Homologous Gene . i 
tame 


luman Homologous Cluster Title ,. 


3996 ' 


1198 I 


s!M_053554 1 


,mm 


f 
! 

• 


tfus musculus, Similar to 
Dhosphatidylinositol binding clathrin 
assembly protein, clone MGC:36430 
MAGE:5345558, mRNA, complete cds, 
phosphatidylinositol binding clathnn 
assembly protein, synaptosomal-associated 
□rotein. 91 kDa 


3042 


3424 


M94557 


0 




Mus musculus, Similar to single-stranded 
DNA binding protein, done MGC:41439 
IMAGE:1314987, mRNA, complete cds, 
single-stranded DNA binding protein, single- 
stranded DNA bindina protein 1 


3992 


31 


NMJJ53537 






Mus musculus, Similar to solute carrier 
family 22 (organic anion transporter), 
member 7, clone MGC: 18877 
IMAGE:4236556, mRNA, complete cds, 
expressed sequence AI64891 2, solute 
carrier family 22 (organic anion transporter), 
member 6, solute carrier family 22 (organic 
anion transporter), member 7 


3992 


32 


NM_053537 


h f k, J, uu 




Mus musculus, Similar to solute carrier 
family 22 (organic anion transporter), 
member 7, done MGC:18877 
IMAGE:4236556, mRNA, complete cds, 
expressed sequence AI648912, solute 
carrier family 22 (organic anion transporter), 
member 6, solute carrier family 22 (organic 
anion transporter), member 7 


3117 


1602 


NMJ12697 


dd, mm 




Mus musculus, Similar to solute carrier 
family 22 (organic cation transporter)-like 2, 
clone MGC:25980 IMAGE:4242162, mRNA, 
complete cds, solute carrier family 22 
(oraanic cation transoorterV member 1 


1401 


16112 


AI011706 


tt 




Mus musculus, Similar to splidng factor, 
arginine/serine-rich 7 (35kD), clone 
MGC:38287 IMAGE:5342587, mRNA, 
complete cds, Mus musculus, done 
MfiP'^RQ?4 IMAGF-4945988 mRNA 
complete cds r RIKEN cDNA 1210001E11 
gene, splidng factor, arginine/serine-rich 3, 
splicing factor, arginine/serine-rich 3 
(SRp20), splicing factor, arginine/serine-rich 
4, splicing factor, arginine/serine-rich 5, 
splicing factor, arginine/serine-rich 5 
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SEQ C 

id ; i 

NO. 


3LGC ( 
D NO. / 
f 
I 


3enBank R 
Vcc. or 
tefSeq ID 
to. 


Aodel Code f 


toman Homologous Gene A 
Jame : ;i 


luman Homologous Cluster Title 


1283 i 


>0741 y 


\F084186 r 


m 


f 
t 
1 
t 

• 


s/ius musculus, similar to src homology 
hree (SH3) and cysteine rich domain, clone 
VIGC:38869 IMAG&5361431, mRNA, 
complete cds, RIKEN cDNA 2610027H02 
aene RIKEN cDN A 261 0301 F02 gene, 
atpha-spectrin 1, erythroid, nesprin-1, 
spectrin, alpha, erythrocytic 1 (elliptocytosis 
2), spectrin, alpha,. non-erythrocytic 1 (alpha- 
fodrin), src homology three (SH3) and 
cysieme ncn uomain 


3551 


762 


NM_022245 


t, mm 




Mus musculus, Similar to sulfite oxidase, 
clone MGC:28458 IMAGE:41 60277, mRNA, 
complete cds, RIKEN cDNA 0610009N12 
aene. cytochrome b-5 


3761 


14970 


NM_031127 


1, P, x, z, 
General, kk, 
nn 




Mus musculus, Similar to sulfite oxidase, 
clone MGC:28458 IMAGE:41 60277, mRNA, 
complete cds, RIKEN cDNA 1810044022 
gene, RIKEN cDNA 2810034J18 gene, 
sulfite oxidase 


1315 


24151 


AI008793 


u 


/ 


Mus musculus, Similar to TAF6-like RNA 
polymerase II, p300/CBP-associated factor 
(PCAF)-associated factor, 65 kD, clone 
MGC:41377 IMAGE:1244243, mRNA, 
comDlete cds TAF6 RNA Dolvmerase II. 
TATA box hindina Drotein fTBPVassociated 
factor, 80 kD, TAF6 RNA polymerase II, 
TATA box binding protein (TBP)-associated 

II, p300/CBP«associated factor (PCAF)- 
associated factor, 65 kD 






AH 04256 


nn 




MUS81 endonuclease, RIKEN cDNA 
1200008A18gene 


160 


10320 


AA800855 


k 




myeloid leukemia factor 2 


160 


17775 


AA800855 


cc 




myeloid leukemia factor 2 


4209 


517 


NM_1 34350 


ee 




myxovirus (influenza virus) resistance 1, 
interferon-inducible protein p78 (mouse), 
myxovirus (influenza vims) resistance 2 


2020 


23788 


AI137176 


ss 




N-acetylglucosaminidase, alpha- (Sanfilippo 
disease IIIB), alpha-N- 
acetylglucosaminidase (Sanfilippo disease 
IIIB) 


1986 


7266 


AI1 12237 


d, kk, nn 




NADH dehydrogenase (ubiquinone) 1 beta 
subcomplex, 2 (8kD, AGGG), RIKEN cDNA 
1810011001 qene 


32 


6505 


AA799499 


P 




NADH dehydrogenase (ubiquinone) 1 beta 
subcomplex, 3 (12kD, B12), RIKEN cDNA 
2700033116 aene 
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SEQ ( 

id i 

NO. > 


3LGC < 
D NO. i 

. . I 


3enBank; I 
Acc.or 
RefSeq ID 
Mo. ' 


VIodel Code I 

• " I 


Human Homologous Gene : l 
Name 4 


Human Homologous Cluster Title 


18 


3636 


AA799336 


qq 




MADH dehydrogenase (ubiquinone) 1, 
alpha/beta subcompiex, 1 (8kD,.SDAP) 


1946 


22822 


AI1 04679 


Pi Z 




(MADH dehydrogenase (ubiquinone) 1, 
subcompiex unknown, 1, NADH 
dehydrogenase (ubiquinone) 1, subcompiex 
unknown. 1 (6kD. KFYI) 


1456 


21302 


A1013297 


0 




NADH dehydrogenase (ubiquinone) Fe-S 
protein 4, NADH dehydrogenase 
ubiquinone) Fe-S protein 4 (18kD) (NADH- 
coenzyme Q reductase) 


1332 


16956 


AI009390 


ee 




NADH dehydrogenase (ubiquinone) Fe-S 
protein 5 (15kD) (NADH-coenzyme Q 
reductase) 


2583 


17297 


AI231785 


ii, rr 




Niemann Pick type C2, Niemann-Pick 
disease, type C2 


4067 


1508 


NM_053845 


e, uu, w 




Nit protein 2, expressed sequence 
AI1 95023, nitrilase 1, ureidoprbpionase, 
beta 


1185 


16883 


AA997345 


dd 




Nit protein 2, RIKEN cDNA 1190017B19 
gene 


2698 


3875 


AI235Q47 


q 




nuclear cap binding protein subunit 1, 80kD 


87 


18378 


AA799888 


bb 




nuclear localization signal deleted in 
velocardiofacial syndrome, nuclear 
localization signal protein absent in velo- 
cardio-factal patients 


808 


18379 


AA900993 


u 




nuclear localization signal deleted in 
velocardiofacial syndrome, nuclear 
localization signal protein absent in velo- 
cardio-facia! patients 


795 


6483 


AA900461 


V 




OB-receptor gene related protein (OB- 
RGRP), RIKEN cDNA 1520402014 gene, 
leptin receptor gene-related protein, leptin 
receptor overlapping transcript-like 1 


1284 


20214 


AF091567 


XX 




odorant receptor S1 gene, olfactory receptor 
41 , olfactory receptor, family 6, subfamily A, 
member 1 


1285 


20236 


AF091570 


cc 




odorant receptor S1 gene, olfactory receptor 
41, olfactory receptor, family 6, subfamily A, 
member 1 


1286 


25222 


AF091574 


g 




odorant receptor S1 gene, olfactory receptor 
41, olfactory receptor, family 6. subfamily A, 
member 1 


518 


18911 


AA875615 


s, qq 




Opa-interacting protein 2, 
polymyositis/scleroderma autoantigen 1, 
polymyositis/scleroderma autoantigen 1 
(75kD) 
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SEQ ( 
ID . I 
NO. 


3LGC C 
D NO. 1 
F 
\ 


BenBarik I 
Kcc. or 
lefSeqID 
to. 


flodel Code t 


luman Homologous Gene : I- 
lame 


iuman Homologous Cluster Title , • 


1602 I 


5712 / 


M045154 r 


\ 


c 
\ 
( 


origin recognition complex, subunit 5 
lomolog (S. cerevisiae), origin recognition 
complex, subunit 5-like (veast) 


1486 : 


2909 ; 


M013946 r 


Tl 


( 


Dxysterol binding protein 


2870 


14332 i 


U001044 ( 


Iff 


! 


353-induced protein PIGPC1, tumor- 
associated calcium signal transducer 1 


3483 


16330 I 


MM_019331 


General, kk 




paired basic amino acid cleaving enzyme 
Turin, membrane associated receptor 
Drotein), proprotein convertase 
subtilisin/kexin type 3, proprotein convertase 
subtilisin/kexin tvoe 4 


3483 


16331 


NMJ)19331 


ii, m, 

General, 

mm 




paired basic amino acid cleaving enzyme 
(furin, membrane associated receptor 
protein), proprotein convertase 
subtilisin/kexin type 3, proprotein convertase 
subtilisin/kexin tvoe 4 


4114 


15391 


NMJ)57114 


I 




peroxiredoxin 1 


3985 


4290 


NMJ)53487 


o, y, xx 




peroxisomal biogenesis factor 1 1 A, 
peroxisomal biogenesis factor 1 1 B, 
peroxisomal biogenesis factor 11a, 
peroxisomal bioaenesis factor 11b 


1443 


2937 


AI012951 


pp 




peroxisome biogenesis factor 1 3 ! 


4131 


23129 


NM_078622 


t, ff 




phosphate cytidylyltransferase 1, choline, 
alpha isoform, solute carrier family 25 
(mitochondrial carrier; citrate transporter), 
member 1 


2192 


6085 


AI171990 


WW 




Phosphatidylglycerophosphate Synthase, 
hypothetical protein DKFZp762M186 


4258 


1049 


NMJ38901 






phosphatidylinositol glycan, class L 


480 


20389 


AA875045 


00 




phosphodiesterase 6D, cGMP-specific, rod, 
delta 


3624 


24540 


NM 022707 


u 




phospholamban 


1976 


11339 


AI1 11840 


ii 




phosphomevalonate kinase 


2536 


15862 


AI230228 


m, n, u 




phosphoserine aminotransferase 


4035 


1957 


NM_053674 


ii 




phytanoyl-CoA hydroxylase* phytanoyl-CoA 
hydroxylase (Refeum disease) 


851 


4994 


AA924658 


k 




PIN2-interacting protein 1 , PIN2/TRF1- 
interacting protein 


50 


19472 


AA799616 


c,f,p, 
Genera!, kk 




pituitary tumor-transforming 1 interacting 
protein 


2410 


13606 


A1179289 


i 




placenta-specific 3 


3253 


46 


NM_013151 


I, w 




plasminogen activator, tissue 


1210 


14149 


AA998172 


y 




platelet-activating factor acetylhydrolase, 
isoform 1 b, alpha2 subunit, platelet- 
activating factor acetylhydrolase, isoform lb, 
beta subunit (30kD^ 
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SEQ C 

IP: II 

NO. 


5LGC C 

a no. / 

F 
I 


SenBank !\ 
tec. or 
tefSeq ID 
Jo. 


/lode! Code Y 


luman Homologous Gene t- 
Jame ■ ' " 

K ■ '■ • ■ 


taman Homplogous Cluster Title rr 1 

. \\ 


3731 |£ 


)516 r 


s!M__031053 c 


) 


F 
( 

\ 

i 


3 MS1 postmeiotic segregation increased 1 
b. cerevisiae), rivioz pubuiieiuiio 
segregation increased 2 (S. cerevisiae), 
expressed sequence AI317206, mutL 
lomolog 1 (E. coli), mutL homolog 1, colon 
Dancer, nonpolyposis type 2 (E. coli), 
postmeiotic segregation increased 2 (S. 
cerevisiae), postmeiotic segregation 

nrj-AasftH 9-likfi 8 


3313 


923 


NM_017076 


f, 1, n, p, kk, 

XX 




poliovirus receptor, poliovirus receptor- 
related 1 , poliovirus receptor-related 1 j 
herpesvirus entry mediator C; nectin), j 
poliovirus receptor-related 2 (herpesvirus [ 
entry mediator B), poliovirus sensitivity, j 
tumor-associated antiaen 1 


1274 


15715 


AF053092 


ii 




roio-HKe Kinase nomoiog, enaopiasmic 
reticulum (ER) to nucleus signalling 1, pok> 
like kinase (Drosophila), polo-like kinase 
homoloq. (DrosoDhila) 


4223 


2801 


NM J 34449 


ji.oo 




polymerase I and transcript release factor, | 
serum deprivation response, serum j 
deprivation response (phosphatidylserine 
btndinq protein) 


4223 


2802 


NM_1 34449 


c 




polymerase I and transcript release factor, j 
serum deprivation response, serum 
deprivation response (phosphatidylserine [ 
binding protein) 


1873 


5910 


AI1 02689 


k 




rUrf (processing or precursor, o. 
cerevisiae) hompjog, RIKEN cDNA | 
061 0037N1 2 qene 


599 


19469 


AA892112 


r 




proline dehydrogenase, proline I 
dehydrogenase (oxidase) 1 j 


3781 


1422 


NM 031324 


ss 




prolyl endopeptidase | 


3319 


1968 


NMJM7091 


g 




proprotein convertase subtilisin/kexin type 2 J 


379 


6403 


AA858879 


y 




proteasome iprosome, macropainj zoo 
subunit, non-ATPase, 13 I 


2661 


18900 


AI233570 


ee 




proieasome ^prosome, macrupaiiij zoo i 
suDunit, non-A i rase f o 


3891 


4325 


NM_031784 


u, v, tt 




protein inhibitor of activated STAT 1, protein 
inhibitor of activated STAT 3, protein 
inhibitor of activated STAT gamma, protein 
inhibitor of activated STAT3 


4169 


25405 


NMJ33307 


s,t,mm 




protein kinase C, delta, protein kinase C, 
theta 


540 


21952 


AA891537 


tt 




protein predicted by clone 23733 


1650 


10080 


AI058639 


Genera! 




protein Z, vitamin K-dependent plasma 
glycoprotein 



1 
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SEQ C 
ID I 
NO 


5LGC C 
D NO. / 
F 

f> 


ienBank ^ 
ice. or 
lefSeq ID 
\o. 


flodel Code h 

r * 


luman Homologous Gene 1- 
lame 

•i • "■ ■ 


luman Homologous Cluster Title; 

• '.V; • ., • 
■' ' • ■'.'*' * *" ■ 


OsJO 1 4 


>nms ^ 




in 


F 

c 

j 

i 


>RP31 pre-mRNA processing factor 31 
iomolog (yeast), RIKEN cDNA 1500019016 
jene, nucleolar protein 5, nucleolar protein 
5A (56kD with KKE/D repeat), nucleolar 
)rotein NOP5/NOP58 


3531 : 


20036 


v|M_021754 I 




f 
1 

< 


3 RP31 pre-mRNA processing factor 31 
iomolog (yeast), RIKEN cDNA 1500019016 
gene, nucleolar protein 5, nucleolar protein 
5A (56kD with KKE/D repeat), nucleolar 
orotein NOP5/NOP58 


4183 


21703 


NM 133525 


DO 




putative c-Myc-responsive 


2004 


23653 


AJ136396 


bb 




RAB geranylgeranyl transferase, b subunit, 
expressed sequence AA409500, 
Famesvltransferase. CAAX box. beta 


OuoD 






u, y, nn 




RAB10, member RAS oncogene family, 
RAB1 2, member RAS oncogene family, 
RAB13, member RAS oncogene family, 
RIKEN cDNA 0610007N03 gene, expressed 
seauence AW1 07754 


/I -1 OR 


4QQ99 


MM ITViQft 


v 

J\ 




RAB7, member RAS oncogene family-like 1, 
RAB9, member RAS oncogene family, 
RAB9A, member RAS oncogene family, 
RAB9B, member RAS oncogene family, 
RIKEN cDNA 2810011A17 aene 


3424 


20778 


NMJ19124 


a, WW 




rabaptin 5, rabaptin-5 




197RQ 

iz/ oy 




a pc ii 
a, UU, JJ 




Rag C protein, Rag D protein 


785 


21213 


AA899991 


f, General 




Raq C protein, Rag D protein 


4299 


9845 


NM J 45672 


m 




Rattus norvegicus CXC chemokine RTCK1 
(Rtckl) mRNAi complete cds, interleukin 8 


2440 


6455 


AI179984 


w 




Rattus norvegicus kallistatin mRNA, 
complete cds, serine (or cysteine) 
proteinase inhibitor, clade F (alpha-2 
antiplasmin, pigment epithelium derived 
factor), member 1 , serine protease inhibitor 
2 


4287 


4949 


NM J 39338 


s 




Rattus norvegicus mRNAfor NaPi-2 alpha, 
complete cds, Solute carrier family 17 
(sodium/hydrogen exchanger), member 2, 
expressed sequence AI649385, solute 
carrier family 34 (sodium phosphate), 
_ member 1 


3745 


1515 


NM 031095 


uu 




renin binding protein 


3745 


1516 


NM.031095 


X 




renin binding protein 


3745 


1517 


NM 031095 


ss 




renin binding protein 


2502 


23955 


AI229178 


e 




ret proto-oncogene (multiple endocrine 
neoplasia and medullary thyroid carcinoma 
1, HirschsDruna disease) 


3619 117808 


NM 022699 


h,l! 




ribosomal protein L30 
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SEQ ( 
ID 1 

NO: 


3L6C ( 
D NO. i 
I 

' . I 


3enBank \. 
\cc. or 
RefSeqID 
No. 


Model Code t 

• / ; 


Human Homologous Gene ! 
Mame - 


rHiijnan Homologous Cluster Title 


3579 


1867 


MM_022510 


ee 




ribosoma! protein L4 


4069 


24705 


S!M_053850 


WW 




RIKEN cDNA 0610006A1 1 gene, biliverdin 
reductase A 


1474 


7310 i 


M013816 


ff 




RIKEN cDNA 0610006108 gene, 
hypothetical protein MGC31 96 


2397 


19041 


AI179049 


00 




RIKEN cDNA 0610009J22 gene, RIKEN 
cDNA 1600023E10 gene, RIKEN cDNA 
1700065B19 gene, expressed sequence 
AI854545, ring finger protein (C3H2C3 type) 
6. rina finaer Drotetn 12 


4217 


23321 


NMJ34407 


ss 




RIKEN cDNA 0610025K21 gene, aflatoxin 
B1 aldehyde reductase, aldo-keto reductase 
family 7, member A2 (aflatoxin aldehyde 
reductase) 


365 


18001 


AA858573 


x, bb, gg, hh 




RIKEN cDNA 0610038004 gene, secreted 
phosphoprotein 2, 24kD 


1553 


18002 


AI043655 


g,x,dd 




RIKEN cDNA 0610038004 gene, secreted 
phosphoprotein 2, 24kD 


4365 


17999 


U19485 


a, g, x, bb, rr 




RIKEN cDNA 0610038004 gene, secreted 
phosphoprotein 2, 24kD 


4365 


18000 


U19485 


g, x f cc, dd 




RIKEN cDNA 0610038004 gene, secreted 
phosphoprotein 2, 24kD 


964 


14763 


AA944481 


s, ff, nn 




RIKEN cDNA 1 1 1 0007F23 gene, j 
angiopoietin 2, angiopoietin-Iike 3, 
angiopoietin-like 4, ficolin 
(collagen/fibrinogen domain containing 
lectin) 2 (hucolin), ficolin 
(collagen/fibrinogen domain containing) 1 , 
ficolin B 


3981 


23274 


NMJ553467 


b, j, q, ee 




RIKEN cDNA 1110014L17 gene, RIKEN 
cDNA 1810008K16 gene, RIKEN cDNA 
2400003B06 gene, transmembrane 
trafficking protein 


3981 


23276 


NM_053467 


n 




RIKEN cDNA 1110014L17 gene, RIKEN 
cDNA 1810008K16 gene, RIKEN cDNA 
2400003B06 gene, transmembrane 
traffickinq protein 


1126 


2308 


AA964227 


I, General 




RIKEN cDNA 1110019X23 gene, methylene 
tetrahydrofolate dehydrogenase (NAD+ 
dependent), methenyltetrahydrofolate 
cyclohydrolase, methylenetetrahydrofolate 
dehydrogenase (NAD+ dependent), 
methenyltetrahydrofolate cyclohydrolase, 
methylenetetrahydrofolate dehydrogenase 
(NADP+ dependent), 
methenyltetrahydrofolate cyclohydrolase, 
formyltetrahydrofolate synthase 
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SEQ i 
ID 1 
NO. 


3LGC C 
D NO. > 
F 

.• ' I 


BenBank • P 
tec or 
tefSeqID 
to. 


/lode! Code \ 

■ ;: * 


toman Homologous Gene 1- 
Jame 


luman Homologous Cluster Title 


4000 ; 


>1940 r 


WJ353568 ( 


Seheral 


f 
c 


RIKEN cDNA 1110033E03gene, phosphate 
;ytidylyltransferase 2, ethanolamine 


4000 I 


M941 I 


MM_053568 I 


f 


I 

< 


RIKEN cDNA 1 1 10033E03 gene, phosphate 
sytidylyltransferase 2, ethanolamine 


2207 1 


3147 i 


M172236 


11 




RIKEN cDNA 1 1 10063B05 gene, cofactor 
required for Sp1 transcriptional activation, . 
subunit 9 (33kD) 


3545 


20194 


NM_022192 


V 




RIKEN cDNA 1190005L05 gene, histidine 
triad nucleotide binding protein, histidine 
triad nucleotide binding protein 1, histidine 
triad nucleotide bindinq protein 2 


3724 


21095 


NMJ)31039 


e 




RIKEN cDNA 1 300007 J06 gene, RIKEN 
cDNA 231 0022B03 gene, expressed 
sequence AU01 4768, glutamic pyruvate 
transaminase (alanine aminotransferase) 2, 
glutamic-pyruvate transaminase (alanine 
aminotransferase! 


3791 


5821 


NM_031351 


li 




RIKEN cDNA 1 30001 1 D1 6 gene, attractin, 
testis intracellular mediator protein 


4056 


15800 


NM_053810 


w.cc 




RIKEN cDN A 1 30001 8G05 gene, 
synaptosomal-associated protein, 29kD 


3041 


25467 


M93297 


t 




RIKEN cDNA 1 3000 19H02 gene, RIKEN 
cDNA 2900006B13 gene, ornithine 
aminotransferase, ornithine j 
aminotransferase favrate atroDhv) 


3586 


4242 


NM 022521 


XX 




RIKEN cDNA 1300019H02 gene, RIKEN 
cDNA 2900006B13 gene, ornithine 
aminotransferase, ornithine 
aminotransferase (gyrate atroohv) 


1866 


15218 


Al 102495 


cc 




RIKEN cDNA 1300019121 gene, nucleoside 
phosphorylase 


1133 


12563 


AA964533 


m 




RIKEN cDNA 1500003K04 gene, density- 
requlated protein 


2640 


14098 


AI233114 


I 




RIKEN cDN A 1500004006 gene, ubiquinol- 
cytochrome c reductase core protein II 


1959 


21253 


AI105110 


ii, ww 




RIKEN cDNA 1500010M16 gene, translation 
factor suil homolog 


375 


6380 


AA858758 


0 




RIKEN cDNA 1500031019 gene, 
hypothetical protein MGC12335 


3276 


20826 


NM_013218 


gg, hh 




RIKEN cDNA 1 70001 8L02 gene, adenylate 
kinase 3 alpha like, expressed sequence 
AI506714 


35 


21120 


AA799526 


pp 




RIKEN cDNA 17O0O43E15 gene, small 
nuclear ribonucleoprotein D3 polypeptide 
(18kD) 
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SEQ ( 
ID 1 

NO.; 


3LGC ( 

DNO; > 

\ 

1 


\6t. or 
*efSeqlD 


fIV/UVI V/vUw 1 

; t 


Iiiman HomoIoooLis Gene F 

4ame " 

■ 


iurtian Homologous Cluster Title v 


175 1 


397 > 


\A817787 5 


>, General 


f 

( 


*IKEN cDNA 1700094M07 gene, potassium 
channel modulatory factor 


2200 ' 


1398 i 


M172105 1 


ck 


1 

( 


RIKEN cDNA 1700094M07 gene, potassium 
:hannel modulatory factor 


4125 ■ 


m 1 


\IMJ)57147 I 


1 




RIKEN cDNA 1 810005C06 gene, SEC22 
/estcie uaTncKing proiein-iiKe \ \o. 
cerevisiae), vesicle trafficking protein 


2171 


17529 


A 1 A ~7A A f*f\ 

AI171460 


j 




\li\tN cuna lo lUU^ODU^f gene, 
dicarbonyl/L-xyiulose reductase, 
lydroxysteroia \ \ /-Deta) aenyarogenase o, 
hypothetical protein BC014057, hypothetical 
protein FU14431, oxidoreductase UCPA 


346 


883 


AA851347 


t 




RIKEN cDNA 2010006G21 gene, RIKEN 
cDNA 2810425K19 gene, sorting nexin 5 


2777 


14841 


AI237372 


V 




Dll/CM rnMA 0*510nnQA1ft nana RTP 

Kii\tN cuina luuuyMio gene, r\i 
domain containing 1 


706 


16168 


AA893280 


z, nn 




RIKEN cDNA 2310076L09 gene, adipose 
differentiation related protein, adipose 
differentiation-related protein 


1546 


16169 


AI030932 


nn, rr 




Dll/CM nnMA 0*3*lfVWfil AQ nana orlinnco 

Kll\bN cuiNA Zoiuuf oLuy gene, adipose 
differentiation related protein, adipose 
differentiation-related protein 


2154 


16170 


AI170894 


ii 




RIKEN cDNA 231 0076L09 gene, adipose 
differentiation related protein, adipose 
differentiation-related protein 


2354 


13389 


AI178104 


d 




RIKEN cDNA 2400009B11 gene, 
cnromosome 1 1 open reaaing irame i o 


2231 


4926 


AI175034 


II 




RIKEN CDNA241 0002022 gene, 
hypothetical protein FLJ 1 361 1 


3578 


1610 


NM_022509 


ee, gg, hh 




RIKEN cDNA 2410004J23 gene, expressed 
sequence AI849087, splicing factor 30, 
survival of motor neuron-related, survival 
motor neuron, survival of motor neuron 1, 
telomeric 


3578 


1611 


NM_022509 






RIKEN cDNA 2410004J23 gene, expressed 
sequence AI849087, splicing factor 30, - 
survival of motor neuron-related, survival 
motor neuron, survival of motor neuron 1, 
telomeric 


3759 


1580 


NM_031117 


OO, WW 




RIKEN cDNA 2410045101 gene, SNRPN 
upstream reading frame, small nuclear 
ribonucleoprotein B, small nuclear 
ribonucleoprotein N, small nuclear 
ribonucleoprotein polypeptide N, small 
nuclear ribonucleoprotein polypeptides B 
and B1 


3564 


13479 


NM.022390 


e, y, xx 




RIKEN cDNA 2610008L04 gene, quinoid 
dihydropteridine reductase 
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SEQ I 

ID " : 

no; 


SLGC < 
D NO. j 


3enBank 
\cc. or 
RefSeq ID 
Mo. 


Model Code 


Human Homologous Gene 
Name 


Human Homologous Cluster Title t 

,'- ■ •■ ■ . ■ . 


3564 


13480 


SJM_022390 


r, ss 




RIKEN cDNA 2610008L04 gene, quinoid 
dihydropteridine reductase 


383 


17559 j 


\A858994 


II 




RIKEN cDNA 261 0009E1 6 gene, 
parathymosin, prothymosin alpha 


3919 


16257 


NMJB1975 


I, s, General, 

II, rr 




RIKEN cDNA 2610009E16 gene, 
parathymosin, prothymosin alpha 


4118 


15151 


NM_057131 


ss 




RIKEN cDNA 26101 01 M1 9 gene, 
phosphoribosyl pyrophosphate synthetase- 
associated protein 2 


382 


16985 


AA858990 


rr 




RIKEN cDNA 2610301D06 gene, eukaryotic 
translation elongation factor 1 gamma 


441 


4222 


AA860024 


II, rr 




RIKEN cDNA 261 0301 D06 gene, eukaryotic 
translation elongation factor 1 gamma 


2930 


16986 


H33020 


bb 




RIKEN cDNA 261 0301 D06 gene, eukaryotic 
translation elongation factor 1 gamma 


2294 


3034 


AI176613 


b 




RIKEN cDNA 261 031 2E1 7 gene, RIKEN 
cDNA 2810047L02 gene, hypothetical 
protein DKFZp434F054, hypothetical protein 
FLJ 12270, peroxisomal biogenesis factor 7, 
peroxisome bioaenesis factor 7 


3223 


14421 


NMJ>13053 


0 




RIKEN cDNA 2700028P07 gene, tyrosine 3- 
monooxygenase/tryptophan 5- 
monooxygenase activation protein, theta 
oolvDeotide 


548 


22858 


M891591 


w 




RIKEN cDNA^810401C16 gene, 
programmed cell death 8 (apoptosis 
inducing factor), programmed cell death 8 
fapoptosis-inducinq factor) 


3974 


13903 


NM.053412 


General 




RIKEN cDNA 2810405J04 gene, interleukin 
enhancer binding factor 2, interleukin 
enhancer binding factor 2, 45kD, interleukin 
enhancer binding factor 3, interleukin 
enhancer binding factor 3, 90kD, zinc finger 
RNA bindina orotein 


3417 


16381 


NM_017343 


I. y, z. 

General, ee 




RIKEN cDNA 2900073G15 gene, myosin 
regulatory light chain 


3417 


16382 


NM_017343 


z 




RIKEN cDNA 2900073G15 gene, myosin 
regulatory light chain 


96 


2098 


AA799995 


I 




RIKEN cDNA3100001N19gene, ribosomal 
protein L14 


2441 


2099 


AN 8001 5 


w.tt 




RIKEN cDNA3100001N19gene, ribosomal 
protein L14 


3638 


18107 


NM_022949 


b, I, General 
ee 




RIKEN cDNA .3100001N19gene, ribosomal 
protein L14 ; 
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SEQ C 

lb i 

NO:/ 


5LGC ( 
D NO. / 
F 
I 


5enBank . h 
tec. or v 
tefSeqlD : 
io. 


lodel Gbtie Y 

>. * 


luriian Homologous Gene h 
lame ;'. . h ; 


luman Homologous Cluster Title ' 


1698 £ 


)00 > 


M059963 i 


.ii 


F 

c 


*IKEN cDNA 311 0021 P21 gene, expressed 
.equence AI314976, syntaxin binding 
>rotein 2, vacuolar protein sorting 33B 

V63St) 


3674 * 


r68 i 


\IM_024382 i 


i.rr 


< 

1 

< 


*IKEN cDNA4833409F13gene, expressed 
sequence AI303446, serine (or cysteine) 
proteinase inhibitor, clade D (heparin 
sofactor), member 1 , serine (or cysteine) 
proteinase inhibitor, dade F (alpha-2 
antiplasmin, pigment epithelium derived 
factori. member 2 


119 


19020 


AA800291 


e, h, n 




RIKEN CDNA4921528H16 gene, discs, 
large homolog 3 (Drosophila), guanylate 
kinase 1, syntrophin, acidic 1, syntrophin, 
basic 2, syntrophin, beta 2 (dystrophin- 
associated protein A1, 59kD, basic 
comoonent 2^ 


2595 


14102 


AI232131 


rr 




RIKEN cDNA 4930425N13 gene, 
hexosaminidase A, hexosaminidase A 
(aloha polypeptide) 


1093 


16578 


AA957143 


d 




RIKEN cDNA 4930502N02 gene, dpy-30- | 
like protein 


1093 


16579 


AA957143 


bb 




RIKEN cDNA 4930502N02 gene, dpy-30- 
like protein 


2080 


16580 


AI1 68989 


00 




RIKEN cDNA 4930502N02 gene, dpy-30- 
likeprotein 


4243 


23166 


NMJl 38839 


m, rr 




RIKEN CDNA4930579A11 gene, likely 
ortholoq of rat vacuole membrane protein 1 


3989 


18826 


NM_053523 


x, ff, nn, ss 




RIKEN cDNAii031400M07 gene, 
homocysteine-inducible, endoplasmic 
reticulum stress-inducible, ubiquitin-like 
domain member 1, hypothetical protein 
FLJ2231 3 


539 


21951 


AA891535 


f, s, pp 




RIKEN cDNA5730414C17 gene, 
hippocampus abundant gene transcript 1 , 
hypothetical protein DKFZp564L0864 
similar to H1AT1 , hypothetical protein 
FLJ14753 


4120 


8592 


Mil A 


q, xx 




RIKEN cDNA 5730442K12 aene. emopamil 
binding protein (sterol isomerase), 
emopamil binding related protein, df :-a3- 
delta7 sterol isomerase related pre- i, 
phenylalkylamine Ca2+ antagonist 
(emoDamiU bindina orotein 


1686 


6370 


AI059568 


g 




RIKEN cDNA 5830405C08 gene, Syntaxin 
2, expressed sequence AU015105, syntaxin 
1 b-like, syntaxin 1B1, syntaxin 1B2 
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SEQ C 

ip I 

NO. 


5LGC C 
D NO. I- 
F 
\ 


SenBank ft 
tec. or 
lefSeqlD 
4o. . 


flodel Code f 

.. . • ^ 


luman Homologous Gene h 
lame 


toman Homologous Cluster Title 


516 1 


6516 / 


\A875563 ) 


■ 


F 
c 
I 
f 

( 


WKEH cDNA 6030455P07 gene, 
ialumenin, reticulocalbin, reticulocalbin 1, 
EF-hand calcium binding domain, 
eticulocalbin 2, reticulocalbin 2, EF-hand 
calcium bindina domain 


471 ' 


I7303 / 


\A874990 I 


j 


1 
1 


RIKEN cDNA 6330407G11 gene, 
lypothetical protein FLJ10342 


465 


16082 i 


<^A874887 \ 


AW 


■ 


RIKEN cDNA C030018L16 gene, SMC 
segregation of mitotic chromosomes 1)-like 
1 (yeast), SMC (structural maintenace of 
chromosomes 1)-like 2 (S. cerevisiae), SMC 
structural maintenance of chromosomes 1)- 
tike 1 (S. cerevisiae), SMC1 structural 
maintenance of chromosomes 1-like 1 
i vpa^ SMC4 structural maintenance of 
chromosomes 4-iike 1 (yeast) . 


4090 


16552 


NM 053961 


General 




RIKEN cDNA C030022K24 gene, 
chromosome 12 open reading frame 8, 
endoplasmic reticulum protein 29 


4090 


16554 


NM_053961 


f 




RIKEN cDNA C030022K24 gene, 
chromosome 1 2 open reading frame 8, 
endoplasmic reticulum protein 29 


(63 


20995 


M799724 


General 




RNA polymerase 1-3 (16 kDa subunit), RNA 
polymerase 1 1 6 kDa subunit , 


63 


20996 


AA799724 


General, kk, 
nn aa 




RNA polymerase 1-3 (16 kDa subunit), RNA 
polymerase 1 16 kDa subunit 


2953 


23485 


K02816 


WW 




RNA polymerase II transcriptional 
coactivator, activated RNA polymerase II 
transcription cofactor 4 


2953 


23486 


K02816 


kk, ww 




RNA polymerase II transcriptional 
coactivator, activated RNA polymerase II 
transcription cofactor 4 


105 


23329 


AA800126 


tt 




RNA-binding region (RNP1, RRM) 
containing 2 


1613 


6609 


AI045458 


ii, tt 




RNA-binding region (RNP1,RRM) 
containing 2 


2843 


14606 


AI639342 


d 




S1 64 protein 


2628 


13645 


AI232694 


tt 




SEC24 related gene family, member C (S. 
cerevisiae) 


582 


23862 


AA891933 


g 




second mitochondria-derived activator of 
caspase 


4142 


6143 


NM_Q80892 


e 




selenium binding protein 1, selenium 
binding protein 2 


588 


17088 


AA891998 


General, cc 
00, uu 




sequestosome 1 


232 


5527 


AA819027 


gg.hh 




serine hydroxymethyltransferase 1 (soluble) 
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pert / 

pEQ : ( 
ID 1 
NO. 


jLGC . ( 
D NO. J 
1 
1 


SenBank I 
\cc. or 
RefSeq ID 
NIo. 


nodei uoae I 
i 


Human Homologous Gene 
>iame 

* " ' - ;Y* 


luman Homologous truster i me 


1326 ! 


3150 i 


M009198 t 


1 




serine/threonine kinase receptor associated 
protein, unr-interacting protein 


824 


22980 i 


M923973 j 






seven in absentia 1A, seven in absentia 1B, 
seven in absentia 2, seven in absentia 
homolog 1 (Drosophila), seven in absentia 
homoloa 2 (Drosophila) 


2489 


21822 


A1228642 


DO 




seven transmembrane domain protein 


4224 


1440 


NMJ34456 


U 




SH2-B PH domain containing signaling 
mediator 1, SH2-B homolog, adaptor protein 
with pieckstrin homology and src, adaptor 
protein with pieckstrin homology and src 
homology 2 domains, src homology 2 
domain-containing transforming protein C3 


2196 


7733 


AI172086 


z 




SH3 domain binding glutamic acid-rich 
protein like 3, SH3 domain binding glutamic 
acid-rich protein-like 3 


3788 


11962 


NMJ31337 


rr 




sialyltransferase 9 (CMP- 
NeuAc:lactosylceramide alpha-2,3- 
sialyltransferase), sialyltransferase 9 (CMP- 
NeuAc:lactosylceramide alpha-2,3- 
sialvltransferase: GM3 svnthase} 


3788 


11963 


NM_031337 


XX 




sialyltransferase 9 (CMP- 
NeuAc:lactosylceramide alpha-2,3- 
sialyltransferase), sialyltransferase 9 (CMP- 
NeuAc:lactosyIceramide aipha-2,3- 
sialvltransferase: GM3 svnthase} 


3637 


18100 


NMJ)22948 


y 




sideroflexin 1 , sideroflexin 2, siderofiexin 3 


2663 


7888 


AI233583 


n.kk 




similar to arginyl-tRNA synthetase 


170 


21437 


AA801230 


z 




similar to HYPOTHETICAL 34.0 KDA 
PROTEIN ZK795.3 IN CHROMOSOME IV 


4265 


1674 


NM J 39086 


e 




similar to putative, syncollin 


2166 


11518 


AI171272 


e 




similar to S. cerevisiae RER1 


944 


21600 


AA943997 


r 




Sjogren's syndrome/scleroderma 
autoantigen 1, Sjogren's 
syndrome/scleroderma autoantigen 1 j 
homoloa (human) 


208 


6332 


M818406 


u 




Sm protein F 


1169 


2939 


AA996885 


it 
11 




small inauoDie cyiOKine Aiy, smaii inauciDie 
cytokine subfamily A (Cys-Cys), member 19 


3548 


20269 


NM_022214 


bb 




small inducible cytokine B subfamily, 
member 5, small inducible cytokine 
subfamily B (Cys-X-Cys), member 5 
(epithelial-derived neutrophil-activating 
peptide 78), small inducible cytokine 
subfamily B (Cys-X-Cys), member 6 
faranulocvte chemotactir nrotpiq ?\ 
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SEQ G 
ID II 


SLGC G 
3 NO. 

F 


tenBank ,;\ N 
kcc. or 
tefSeq ID 
io. 


lodel Code I- 


luman Homologous Gene b 
lame 


lumah Homologous Cluster Title 


3009 1 


7123 l\ 


/I29295 n 


n,tt 


s 

r 


mall nuclear ribonucieoprotein B f small 
uclear ribonucieoprotein polypeptides B 
indB1 


1875 5 


>3538 / 


M02727 I 


n.P 


c 

t 

1 

< 

( 


jolute carrier family 20 (phosphate 
ransporter), member 1, solute carrier family 
10 (phosphate transporter), member 2, 
solute carrier family 20, member 1, solute 
Darner familv 20. member 2 


641 ' 


17468 i 


*A892545 ( 


Seneral 




solute carrier family 22 (organic cation 
ransporter), member 1-like 


o/yu * 




vim (\WiA'i i 


/ 
\ 




solute carrier family 6 (neurotransmitter 
ransnorter noradrenaline member 2 


3521 


17340 


NM.021594 


General, dd 




solute carrier family 9 (sodium/hydrogen 
exchanger), isoform 3 regulator 1, solute 
rarripr familv 9 fsodium/hvdroaen 
exchanger), isoform 3 regulator 2, solute 

rarripr familv Q fenriium/hvHraoen 

exchanger), isoform 3 regulatory factor 1 , 
solute carrier family 9 (sodium/hydrogen 

AvrhonnaA lonfr^rm *X romilatorv factor 9 


469 


15115 


AA874928 


r,v 




sorting nexin 4 


07C0 






v, w, uu 




spermidine synthase, spermine synthase 


2495 


15078 


A1228830 


S 




stearoyl-CoA desaturase (delta-9- 
desaturase), stearoyl-Coenzyme A 
desaturase 2 




9fY7ftft 
AJ/OO 




qq 




sterol O-acyltransferase 1, sterol O- 
acyltransferase 2 


3580 


2384 


NM_022513 


b, k, I, qq, 
uu, w 




sulfotransferase family 1 B, member 1 , 
sulfotransfefase family, cytosolic, 1B, 
member 1 


yuo 


i ioy i 


A AQOfilQQ 


f mm 




sulfotransferase family, cytosolic, 1C, 
member 1 


0(X77 


I IOv70 


Ml i UOJJOO 


mm 
iiiiii 




sulfotransferase family, cytosolic, 1C, 
member 1 


olO 


170QR 

i / uyo 


r\r\0\J 1 OHO 


9 




suppressor of G2 allele of SKP1, S. 
cerevisiae, homolog of 


2051 


12482 


AI144965 


P 




SWi/SNF related, matrix associated, actin 
dependent regulator of chromatin, subfamily 
a. member 4 


660 


4524 


AA892759 


f, s, ff, pp, 
qq, w 




synaptosomal-associated protein, 23kD 


1005 


13751 


AA945699 


kk 




synaptosomal-associated protein, 23kD 


3615 


20509 


NMJ22689 


f, cc, dd, ff 




synaptosomal-associated protein, 23kD 


3701 


25130 


NM_030991 


k 




synaptosomal-associated protein, 25 kDa, 
synaptosomal-associated protein, 25kD 


1572 


5431 


AI044257 


I 




syndecan binding protein, syndecan binding 
protein (syntenin), syndecan binding protein 
(svntenin) 2. svntenin 


2199 


6057 


AI1 72102 


dd 




syntaxin 18 
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ID 1 

MO 


D NO. i 

i 


jenDaniv i 
toe. or 

PafQon in 

NO. - 


VIUUci UUUc i 

• • 


nutiidii nuinuiuyuus vjciic . i 

Marne 'i • 


A\ iman HnmnlnnntiQ filn«;tpr Titlp . 
nuiiiaii nuiiiuiuyuuo v^iuqici mug > k 


2713 


22070 i 


A1235528 j 






synuclein, gamma, synuclein, gamma 
(breast cancer-specific protein 1 ) 


on a o 

2042 


5898 


Ai 144623 


P 




hyroid hormone receptor interactor 3 


2703 


15004 


AI235224 


K 




[issue inhibitor of metalloproteinase, tissue 
inhibitor of metalloproteinase 1 (erythroid 
potentiating activity, collaqenase inhibitor) 


1623 


6808 


AI045600 


a 




TRAM-like protein, translocating chain- 
associating membrane protein 


3899* 


16039 


NM_031811 


b, c, ee, xx 




transaldolase 1 


3264 


24774 


NM_013176 


uu 




transcription factor 12, transcription factor 
12 (HTF4, helix-loop-helix transcription 
factors 4) 


239 


9000 


AA819318 


r 


< 


transcription factor-like 1 


3971 


13492 


NM_053400 


ss 




transducin-like enhancer of split 1 (E(sp1 ) 
homolog, Drosophila), transducin-like 
enhancer of split 1 , homolog of Drosophila 
E(spl), transducin-like enhancer of split 2 
(E(sp1) homolog, Drosophila), transducin- 
like enhancer of split 2, homolog of 
Drosophila E(spl), transducin-like enhancer 
of split 3 (E(sp1) homolog, Drosophila), 
transducin-like enhancer of split 3, homolog 
of Dropoohito Rsnl) 


2071 


23224 


Al 146033 


h, z, II 




translocase of inner mitochondrial 
membrane 10 homolog (yeast), translocase 
of inner mitochondrial membrane 9 homolog 
(yeast) 


155 


19102 


M800794 


WW 




tripartite motif-containing 32 


1125 


2270 


M964116 


s 


• 


tripartite motitcpntaining 37 


911 


14223 


M926352 


h 




TRK-fused gene, Trk-fused gene 


2560 


14224 


AI230956 


rr 




TRK-fused gene, Trk-fused gene 


188 


2431 


M817945 


ff 




tubulin cofactor a, tubulin-specific 
chaperone a 


617 


17405 


AA892313 


ii, rr 




tubulin-specific chaperone e 


1432 


5528 


AI012631 


bb, qq 




tumor antigen SLP-8p 


2033 


14396 


AM 37689 


s 




tumor antigen SLP-8p 


552 


9090 


AA891690 


n, s 




tumor necrosis factor (ligand) superfamily, 
member 13 


zzyu 


obiy 


A M7CCQQ 
All 1 0000 


w 




tumor proiein poo-DinGing proiein 


3399 


707 


NM_017293 


b 




U2 small nuclear ribonucleoprotein auxiliary 
factor (65kD), U2 small nuclear 
ribonucleoprotein auxiliary factor (U2AF), 65 
kDa, dual-specificity tyrosine-(Y)- 
phosphorylation regulated kinase 2, kinase 
interacting with leukemia-associated gene 
(stathmin) 


630 


16469 


AA892462 


j, mm 




ubiquinol-cytochrome c reductase (6.4kD) 
subunit 



) 



_O30B5993A2J_> 
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SEQ C 
ID 1 
NO. 


iLGC : C 
F 


JenBank .' N 
\cc. or 
tefSieqlD 
io. 


lotfel Code h 
N 


luman Homologous Gene Y 
lame 


lurrian Homologous Cluster Title < v 




fi4fift / 


i AQ261 37 C 


t v mm 
1 l i /1 1,1,11 


L 
S 


ibiquinol-cytochrome c reductase (6.4kD) 
ubunit 


IOUO 


f 0«J*? / 


linn7Qfl1 r 


nm 

III! 1 


L 

( 


ibiquinol-cytochrome c reductase complex 
7.2 kD) 


1QBQ C 

lyoy i 


>^ni j 




nn ww 

, III l, WW 


I 
f 


jbiquitin fusion degradation 1 like, ubiquitin 
usion degradation 1 -like 


1761 S 


5259 i 


M071606 ( 




I 


jbiquitin specific protease 1 


oyy < 


3077 




A 

j - 


l 


jbiquitin specific protease 19 


1104 


18413 j 


^957763 1 


'1 




jbiquitin specific protease 19 




1Qft97 


NIVI IOU*tvi I 


a 


* 


UDP glycosyltransferase 1 family, 
polypeptide A8 


4149 


18028 


NM_1 30407 


B 




UDP glycosyltransferase 1 family, 
polypeptide A8 


1272 


13464 


AF047707 


f.SS 




UDP-glucose ceramide glucosyltransferase 


3782 


18597 


NM.031325 


y, uu 




UDP-qlucose dehydrogenase 


oZo 


4 00C/I 




a \t or* ft 




UDP-N-acteylglucosamine 
pyrophosphorylase 1 


693 


I4ooy 


A AQQ1177 


e . . 




vacuolar protein sorting 29 (S. pombe), 
vacuolar protein sorting 29 (yeast) 


2401 


5887 


AI179099 


i,o 


Ivanin 1 


4251 


4593 


NMJI38881 


a 




vipirin, viral hemorrhagic septicemia 
virus(VHSV) induced gene 1 


4251 


4594 


NMJ38881 


a, qq 




vipirin, viral hemorrhagic septicemia 
virusfVHSV) induced gene 1 


4251 


4595 


NMJ38881 


k 




vipirin, viral hemorrhagic septicemia 
virusfVHSV) induced gene 1 


3792 


18538 


NM_031353 


t, y, mm 




voltaqe-dependent anion channel 1 


3792 


18539 


NM_031353 


t, mm 




voltaqe-dependent anion channel 1 


OOOO 


1 / 004 




n 

q 




WD repeat domain 1, coatomer protein 
complex, subunit alpha, coatomer protein 
complex, subunit beta 2 (beta prime), 
exDressed seauence AI256832 


0000 




MM 091 7R5 


q 




WD repeat domain 1 , coatomer protein 
complex, subunit alpha, coatomer protein 
complex, subunit beta 2 (beta prime), 
expressed seauence AI256832 


277 


23355 


AA848530 


I, bb 




WD repeat domain 12, retinoblastoma 
binding protein 4, retinoblastoma binding 
protein 7 


2728 


3617 


AI236021 


d 




X-box binding protein 1 


103 


9202 


AA800053 


c 




zinc finger protein 363 


3771 


1201 


NMJ)31150 


V 




zona pellucida glycoprotein 2, zona 
pellucida glycoprotein 2 (soerm receptor) 


4310 


6824 


NMJ47138 


II, ss 




ZWIOinteractor _ 
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23504 


98.5899 


993.5700 


56.7524 


540.8315 


140.4424 


23261 


98.5899 


22.5575 


6.3117 


395.967C 


235.6986 


3302 


98.589S 


\ 29.605C 


> 2.2556 


105.6777 


48.8850 


968C 


> 98.5311 


31.3275 


\ 1.1534 


69.4657 


j 27.2159 


15081 


98.5311 


67.9025 


I 13.2452 


I 278.5142 


! 118.2369 


1 1 97E 


\ 98.5311 


26.1525 


i 3.1692 


! 206.7815 


i 192.2707 


23812 


J 98.5311 


85.682£ 


i 17.826^1 


\ 862.1642 


5 732.1538 


1935S 


) 98.5311 


134.660C 


) 34.8771 


552.21 2£ 


> 191.7083 


8436 


> 98.472' 


[ 227.902£ 


J 69.582€ 


5 1726.4417 


791.3808 
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TABLE 5Q: APAP 




j- Attorney Docket No. 44921 -511 3WO 


Timepoint(s): 24 hrs 






\ Document No. 1926271.2 


GLGC ID NO. 1 


-DA Score I 


Vleah Tox J 


3D Tox 


Mean Nontax ' 


SD Nontpx 


15426 


100.0000 


508.7167 


10.4587 


238.7766 


52.1295 


19945 


99.9413 


31.7433 


0.1012 


4.4675 


13.9739 


23194 


99.9413 


33.2900 


10.5596 


187.1331 


76.7380 


| 21062 


99.8239 


155.9033 


. 11.0095 


39.8660 


19.7916 


20717 


99.7653 


24.0867 


7.4705 


-27.1935 


20.0993 


643 


99.7066 


340.2600 


85.7686 


12.9827 


14.5256 


15401 


99.7066 


439.4600 


93.5865 


81.8626 


27.1758 


17858 


99.7066 


118.1333 


0.6603 


190.9158 


37.3408 


15134 


99.7066 


1674.1333 


189.9743 


695.2466 


191.2070 


9202 


99.6479 


251.0500 


9.1900 


122.0969 


31.5514 


19152 


99.5892 


136.6300 


13.5257 


44.4279 


15.5199 


1382 


99.5305 


56.5133 


1.7517 


115.2506 


27.3775 


18393 


99.5305 


345.2200 


8.6614 


196.4126 


47.3379 


20182 


99.5305 


327.5033 


37.7188 


104.6493 


37.3168 


25802 


99.4718 


1089.8333 


22.3068 


646.7085 


150.2169 


20065 


99.4718 


411.6600 


145.4597 


35.2978 


17.2813 


20817 


99.4131 


1724.6633 


12.4475 


988.0682 


568.4936 


24205 


99.4131 


17.4067 


2.3690 


73.0638 


23.8265 


11384 


99.2958 


59.3533 


3.1197 


31.5539 


8.6823 


18161 


99.2958 


28.8933 


0.0814 


47.7268 


. 30.5503 


16318 


99.2958 


705.0933 


177.9215 


153.1467 


66.0596 


23522 


99.2958 


487.6967 


21.0557 


251 .4014 


78.3595 


18578 


99.2371 


521.4367 


19.9051 


136.0569 


99.8756 


24707 


99.2371 


68.7733 


1.6107 


180.2722 


101.2117 


25251 


99.2371 


2211.0700 


209.4688 


1121.0552 


266.6471 


24161 


99.2371 


559.1000 


31 .9529 


349.6547 


60.2197 


22625 


99.1784 


503.3133 


126.9978 


95.4733 


39.8115 


485 


99.1784 


97.5667 


8.3547 


39.4478 


12.4000 


16372 


99.1784 


29.9133 


1.4348 


8.3543 


6.9524 


25250 


99.1784 


1915.3933 


242.4802 


897.5140 


235.5335 


590 


99.1197 


134.0267 


16.6233 


47.1888 


17.3693 


1262 


99.0023 


9.9700 


0.7031 


42,6714 


24.2706 


23346 


99.0023 


327.2133 


125.3665 


70.5714 


22.4292 


70 


99.0023 


L 23.2833 


6.0407 


106.7652 


50.4246 


16039 


98.9437 


1064.6167 


12.0737 


712.8037 


206.3057 


14353 


98.8850 


43.0333 


2.0021 


95.8245 


34.8232 


15936 


98.8263 


53.2900 


0.1908 


47.2757 


17.1305 


11454 


98.8263 


|_ 801.5433 


127.0116 


228.6376 


99.7531 


20772 


98.7676 


50.9033 


3.8709 


116.3212 


32.5185 


548 


98.7676 


3.7067 


3.7534 


172.5627 


193.1658 


23544 


98.7676 


1755.4267 


139.1646 


1006.1279 


189.3010 


| 591 


98.7089 


139.2400 


25.0521 


36.9909 


15.9959 


16716 


98.7089 


42.1967 


2.1667 


99.1762 


41.6847 


17661 


98.7089 


655.7767 


80.4655 


308.4746 


81.0864 


18060 


98.7089 


109.5267 


3.5574 


174.4818 


38.5570 


20650 


98.6502 


109.6367 


10.6686 


606.5934 


405.4088 


764 


98.591 S 


13.7833 


0.8882 


39.4112 


17.4926 


6944 


98.5915 


32.1967 


7.6422 


3.4959 


8.9960 


23324 


98.532S 


> 276.3032 


r 21.1283 


44.4702 


61.9779 


1579 


98.532S 


35.2832 


0.349S 


23.9286 


14.7245 


25716 


98.532S 


) 1230.820C 


I 7.107fi 


1009.9121 


162.7991 


1352C 


I 98.532$ 


) 152.6532 


I 16.2654 


[ 0.9068 


79.1834 
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TABLE 5C: APAP 
Timepoint(s): : 24 hrs 




Attorney Docket No. 44921 -51 13WO 
Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Noritox 


SD Nontox 


23347 


98.5329 


247.4267 


88.4194 


50 8436 


22.3920 


18497 


98.4742 


199.7433 


3.8004 


117 3543 


37 7368 


1390 


98.4155 


-2.2767 


1.1542 


55 3681 


52 0545 


9427 


98.4155 


18.1867 


0.1097 


20 8208 


9.6290 


811 


98.4155 


28.3600 


3.0565 


93.4182 


41 8558 


9745 


98.3568 


122.8933 


1 1 .8739 


59.7544 


18 818^ 


19824 


98.3568 


35.3233 


1 .6971 


96 6294 


4fi R7^1 


25495 


98.3568 


44.4500 


4.2985 


91 .3471 




22849 


98.3568 


537.9733 


9 6668 


350 8469 


1 UU.O I/O 


457 


98.3568 


199.7967 


15.2999 


i 507 3457 


183 1R74 


11455 


98.2981 


530.5267 


140.9872 


\ 124 5180 


R4 41 nn 


18056 


98.2981 


26.3633 


14.6246 


0 6585 


R 10RS 

U. 1 UUd 


4280 


98.2394 


212.8700 


20.8259 


718 4590 


282 220ft 


9527 


98.2394 


8.3667 


0.5713 


27.5479 


1 r nQfi*; 

1 vJ .Uc/UJ 


17382 


98.1808 


496.8667 


13 3045 


274 7006 


10^ R741 


220 


98.1221 


61.7867 


5.5879 


16 6764 


1 7 ft07^ 
1 r .OU r O 


10623 


98.0634 


24.4800 


0.4431 


68 5285 


^ft 7*v7Q 


85 


98.0634 


3.5767 


0.4895 


21 6693 


1R Rn^i 

I U.JUO I 


17345 


98.0634 


69.0600 


6.0032 


147 93*5Q 




1920 


98.0634 


928.5733 


34 3835 


516 6548 




25598 


98.0047 


26.7633 


1 .2454 


3.7137 


12 RRQ4 


19472 


98.0047 


1215.3600 


92 8050 


734 37QR 


1 ^ fi^44 

I UU.OO'H 


851 


98.0047 


89.3467 


7.5617 


1 76 228Q 


Rft 070fi 


22219 


97.9460 


226.7067 


15.6383 


605 4227 


271 7^ft9 


1822 


97.9460 


95.6433 


5.2991 


54.8922 


1ft 97^Q 


21066 


97.9460 


249.3000 


5.8075 


1 85 0295 




16220 


97.8873 


13.2900 


0.1819 


20 5091 


1R 4099 


18553 


97.8873 


422.6867 


51 .0400 


1 16 0270 


Q4 47ftn 


24431 


97.8873 


1458.2500 


236.1872 


399 8840 


^02 ^2^2 


16327 


97.8873 


80.4867 


5.8849 


170 6925 


129ft 


9501 


97.8873 


356.4200 


53.7191 


187 7905 


42 QRR4 


23781 


97.8286 


54.0967 


4.0951 


21^9835 


12 7267 


25528 


97.8286 


106.8133 


30.6038 


37.7109 


14 0360 


25682 


97.8286 


30.3067 


3.7154 


73.2820 


30 3069 


16613 


97.7700 


304.4900 


10.6274 


165.6273 


61 .8232 


18895 


97.7700 


335.2700 


22.9533 


204.5314 


47 9066 


21372 


97.7700 


83.9000 


7.9815 


35.7524 


25 8834 


16607 


97.7113 


76.2733 


0.7472 


93.1454 


31.0277 


25679 


97.7113 


3262.0667 


85.451 1 


2307.4418 


495 9447 


2802 


97.7113 


287.4000 


23.0774 


508.2268 


123 1165 


11350 


97.6526 


11.5533 


0.2967 


24.4017 


14.1174 


17158 


97.6526 


179.8267 


20.6158 


57.0472 


53.6574 


7864 


97.6526 


1981.3600 


93.3036 


1386.8293 


210.7234 


15446 


97.6526 


588.8367 


5.8295 


440.2583 


107.8880 


1639 


97.6526 


46.6933 


6.5739 


114.1908 


36.1461 


23524 


97.6526 


888.3567 


70.4133 


394.4549 


192.5390 


402 


97.5939 


103.2833 


49.8744 


1077.5835 


530.1980 


16576 


97.5939 


75.5167 


3.0230 


40.0877 


15.5691 


6522 


100.0000 


1968.4300 


148.0193 


695.1637 


184.3169 


I 22994 


100.0000 


172.8467 


15.9732 


36.8467 


36.2080 


17191 


100.0000 


631 .8700 


40.1597 


130.3766 


57.7180 


9984 


100.0000 


267.6333 


28.8770 


68.3918 


22.5913 
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TABLE 5C: APAP 




Attorney Docket No. 44921-51 13WO 


Timepoint(s): 


24 hrs 






; Document No. 1926271 .2 


GLGG ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


9985 


100.0000 


674.9700 


23.4601 


165.1377 


39.3858 


6521 


99.9413 


514.6400 


52.6171 


171.6850 


49.0532 


23068 


99.9413 


104.9967 


3.0839 


301.1018 


100.6838 


11695 


99.9413 


367.1833 


23.4211 


164.3552 


48.6426 


12542 


99.8826 


1802.8400 


136.9358 


376.6228 


123.5600 


12475 


99.8826 


395.5967 


9.2602 


174.2870 


70.2874 


22311 


99.8239 


368.4967 


3.7352 


163.2658 


55.1799 


24213 


99.8239 


2045.8967 


131.8617 


1061.7206 


203.5007 


16389 


99.8239 


173.4967 


5.3095 


66.7760 


39.0675 


4097 


99.7653 


79.9267 


22.8934 


3.0603 


11.0234 


2607 


99.7653 


662.7800 


78.0727 


293.8548 


61.7989 


21956 


99.7653 


98.1300 


7.5346 


249.1019 


52.6859 


11167 


99.7653 


281.4333 


7.5405 


158.2284 


35.8893 


3005 


99.7653 


97.9367 


3.3580 


35.8346 


16.9840 


5074 


99.7066 


278.4900 


23.3951 


70.8190 


36,1596 


6205 


99.7066 


1288.3400 


126.2781 


549.1274 


102.1613 


2679 


99.7066 


150.0800 


9.1234 


283.4974 


42.8420 


6930 


99.7066 


190.0067 


30.7149 


43.5522 


18.4002 


18280 


99.7066 


5916.7333 


1020.0622 


1157.7615 


460.7589 


! 8020 


99.7066 


324.9367 


6.8947 


179.1750 


46.1026 


4095 


99.7066 


141.2067 


55.8411 


-5.5369 


24.8092 


18612 


99.6479 


425.7967 


9,1978 


222.1975 


67.5419 


11934 


99.6479 


654.1200 


46.6177 


305.7983 


73.5168 


12177 


99.6479 


72.5967 


0.2676 


99.0290 


31 .5028 


7918 


99.6479 


43.0767 


1.5627 


118.6390 


34.8780 


19566 


99.6479 


423.1200 


22.6112 


212.2174 


61 .7272 


3986 


99.6479 


227.9400 


10.7655 


86.9262 


29.3074 


12372 


99.6479 


165.1867 


3.3621 


85.5917 


27.8416 


15949 


99.6479 


327.5167 


16.0266 


155.0162 


33.9501 


24212 


99.5892 


2324.7367 


191.5912 


1130.2271 


237.8618 


2513 


99.5892 


132.7533 


7.9340 


31 .8050 


28.2157 


2355 


99.5892 


633.5000 


14.2379 


387.5819 


90.3883 


4881 


99.5892 


124.2967 


0.3881 


112.9733 


47.1381 


6730 


99.5892 


58.4333 


20.5060 


-31.1792 


21.8676 


17339 


99.5892 


623.1733 


17.9148 


266.7174 


296.0186 


8036 


99.5305 


924.2000 


272.5005 


115.0638 


52.9874 


6731 


99.5305 


49.9567 


3.3194 


9.3945 


12.8125 


9987 


99.5305 


58.6700 


34.0338 


-77.0584 


51.7029 


13544 


99.5305 


451.1367 


5.5307 


290.4937 


74.3729 


21410 


99.5305 


208.8567 


0.5749 


290.8960 


105.9309 


2954 


99.5305 


1364.8667 


302.3458 


195.0317 


103.0005 


9386 


99.5305 


112.1433 


. 10.4855 


295.9813 


87.0384 


7281 


99.5305 


499.9433 


63.2290 


212.6755 


53.9126 


I 2762 


99.5305 


4570.0300 


1382.3233 


787.7552 


277.2978 


16380 


99.5305 


863.1100 


84.4538 


410.4057 


126.4365 


6474 


99.4718 


60.4333 


0.8808 


117.0451 


29.8100 


4046 


99.4718 


343.9167 


13.2171 


163.0200 


69.2096 


14292 


99.4718 


5091 .8067 


1584.2719 


813.6737 


344.1822 


6929 


99.4718 


231.0667 


35.7028 


55.0348 


28.9698 


19756 


99.4718 


631.9867 


41.9889 


267.5566 


110.0864 


5327 


^ 99.4718 


202.8267 


41.1461 


34.3415 


26.1075 


2250 


99.4131 


7537.1700 


1059.4558 


1627.4254 


583.8293 
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TABLE 5C: APAP 


'• ;..'.V~,,. ' ■ 


Attorney Docket No. 44921 -51 13WO 


Timepoint(s): 


24hrs 




•. * .-■ 


'. . . . Document No. 1926^71.2 


GLGC ID NO. 


LDA Score 


Mean Xox 


SDTox 


Mean Nontbx 


SD Nontox 


6254 


99.3545 


239.7500 


111 .4009 


-1 .4705 


34 3790 


13190 


99.3545 


154.2533 


5.4056 


79.7578 


29 8057 


19195 


99.3545 


3390.7767 


25.6454 


2248.2852 


549.5162 


16088 


99.3545 


"91.9667 


2.2236 


182.5546 


48.4071 


21747 


99.2958 


347.6100 


4.1478 


577.5340 


117.7814 


6743 


99.2958 


567.2700 


51 .8693 


1001.3272 


175 5170 


| 10986 


99.2958 


6.1700 


2.0880 


91 .2459 


51 6085 


22970 


99.2958 


139.4967 


I 41.6315 


-3.2291 


38.2572 


i 22596 


99.2958 


77.3567 


2.8055 


165.4281 


53.3266 


16945 


99.2958 


1779.5333 


66.9230 


1109.0688 


208.8481 


6506 


99.2371 


727.0000 


50.8762 


355.3469 


84.8725 


2781 


99.2371 


3.8800 


3.0938 


140.4973 


94.2682 


4722 


99.2371 


96.3767 


5.1514 


35.1113 


23.8239 


13098 


99.2371 


575.7700 


51.7092 


189.1089 


93.1684 


7092 


99.1784 


1525.6700 


52.1908 


939.1531 


209.5750 


13740 


99.1784 


425.8500 


8.5001 


290.6156 


46.1641 


8398 


99.1784 


199.1200 


9.9964 


91.3519 


34.1304 


21504 


99.1784 


3049.2467 


I 564.2810 


741 .9966 


237.0281 
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TABLE 5D: APAP 



Attorney Docket No. 44921 -51 13WO 



GLGC ID NO 


LDA Score 


Mean Tox 


SD Tox | Mean Ndntox 


Mnrilnv 

OU IMUIIIUa 


7096 


99.5300 


8.8025 


2.1642 


58.8955 


O/l CZ~7AQ 
24.Df 48 


23000 


99.4125 


11.9175 


2.5110 


42.4073 


1o.ob71 


12978 


98.5899 


59 4550 

\-aW\S • 1 *mJ\*J\J 


9.1613 


186.2018 


9Z.o491 


25899 


98.4724 


4.7325 


1 .7898 


27.5541 


a o or^o 

12.8572 


15401 


98.2374 


190.6050 


43.3682 


82.6121 


00.8893 


25103 


97.5323 


1 8 0800 


1 .0907 


30.8700 


38.4395 


252 


97.4736 


19.1150 


0.5332 


33.2151 


12.2893 


1170 


96.5335 


1 20 4400 


5.6101 


267.7128 


•4 OO A O/IO 

129.4942 


! 4683 


96.1222 


116 5075 


7.0379 


200.6738 


Cf\ coon 

60.5369 


13485 


96.0635 


30 1000 


0.5207 


43.4102 


19.0447 


16825 


95.8872 


1 5 3325 


2.4347 


46.1190 


O A none 

24.9225 


24066 


95.7697 


1 5.7975 


7.9453 


52.6179 


17.6657 


20515 


95.4759 


86 3425 


1 .5363 


, 109.6628 


oo o 

28.3797 


21239 


95.4759 


1 69 4225 


36.4198 


424.4383 


146.3786 


7170 


95.1821 


38 5000 


3.4757 


66.7824 


19.2410 


17128 


95.0059 


37 7325 


12.2574 


93.0797 


29.1857 


8598 


94.8296 


35 2950 

\J\J ■ £-\J vJ\J 


2.8068 


63.9389 


21 .6690 


7266 


94.7709 


573 8200 


32.4097 


373.7213 


113.6404 


20182 


94.6533 


186 1375 


29.8953 


105.0519 


39.2205 


1058 


94.6533 


382 5600 


68.9621 


180.0567 


1 1 3.5756 


1260 


94.4771 


1 7 8350 


5.9331 


49.1813 


17.3894 


4349 


94.4183 


23.8275 


0.8574 


20.2237 


14.0855 


21683 


94.3596 


12 8800 


5.7920 


50.3082 


24.51 57 


14606 


94.3008 


43.2425 


10.6302 


95.8142 


28.9036 


904 


94.1833 


24 33S0 


5.6076 


49.2998 


13.0363 


17131 


94.1246 


59 6500 


7.9624 


115.0877 


37.7876 


10340 


94.0071 


50 247*5 


1.3385 


65.5841 


26.8410 


15579 


94.0071 


363 2750 


27.4364 


597.4441 


506.1998 


23324 


94.0071 


1 09 2025 


22.2909 


44.9832 


63.3624 


24107 


93.9483 


111 5950 


2.1406 


153.2069 


56.1474 


25112 


93.9483 


6 8650 


2.9919 


26.4261 


14.3220 


1169 


93.8895 


67.7525 


11.7128 


179.JL938 


oc con 

85.1520 


4577 


93.8895 


20 6075 


0.8344 


28.3634 


8.8634 


15188 


93.7720 


1 00 2725 


24.3600 


182.0351 


H OH OO 

41 .8199 


23926 


93.6545 


35 51 00 


2.3428 


8.7056 


60.5796 


2016 


93.5958 


114.8175 


6.3649 


163.5275 


oo.oooo 


15642 


93.4195 


1589.7725 


327.7097 


929.3076 


OO/! OOOO 


16499 


93.4195 


21 .4000 


1 .9792 


5.1991 


•1/1 fi/l OO 

14.0482 


5656 


93.3020 


19 1950 


5.2352 


39.5487 


A ry -7f\£\A 

1z./0o4 


25496 


93.3020 


7 '4 .177 5 


4.2640 


104.6852 


OC /lAOQ 

2D.4Uoo 


269 


93.1845 


81 .5850 


3.1827 


117.2364 


44.Zoy<> 


20840 


93.1257 


36.2950 


5 7126 


RO QQQ7 


22.oy4U 


1806 


93.0670 


6.4525 


2.9939 


32.6495 


24.6001 


11079 


93.0670 


115.7100 


4.4728 


106.3768 


39.4286 


19679 


92.9495 


122.7300 


15.3513 


73.8382 


49.4282 


17304 


92.9495 


55.5150 


2.2319 


63.2332 


37.4111 


16108 


92.8907 


88.5975 


9.0119 


131.2886 


27.0740 


I 12087 


92.7732 


361.5400 


37.7432 


192.0296 


91.5937 


3512 


92.7145 


84.1900 


11.9679 


146.3744 


45.8898 


1855 


92.7145 


7.8325 


2.3374 


21.2220 


10.2294 


3240 


92.6557 


7.6875 


1.6237 


21.3009 


12.8298 


7789 


92.5969 


14.5675 


0.6985 


22.6809 


17.0871 
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TABLE 5D: APAP ^ : Attorney Docke^ 



Timepoint(s): 


3, 6 hrs 




Document No. 1 926271 .2 




GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox; 


SD Nontox 


734 


92.5382 


21 .6475 


4.1430 


39.5222 


12.2859 


15152 


92.5382 


56.1075 


4.8717 


94.0495 


39.4272 


1561 


92.5382 


345.4650 


22.7745 


246.7394 


147.2155 


17858 


92.5382 


141.1875 


6.7558 


190.8929 


37.4549 


21162 


92.4794 


1.9600 


3.0131 


40.5579 


64.3726 


17661 


92.4794 


459.5125 


62.5970 


308.9890 


83.0797 


20803 


92.4794 


568.5500 


11.9340 


522.6252 


128.1331 


17100 


92.4207 


2126.6075 


47 4035 


2114 7200 


460.6116 


11531 


92.3032 


21 .6500 


1 .4624 


39.1081 


20.0134 


15844 


92.2444 


11.5625 


3 6536 


23 0384 


6.9503 


24645 


92.2444 


140.1350 


5.7923 


115 3548 


43.9159 


15997 


92.1269 


233.9050 


19 6299 


291 6676 


219.3167 


21827 


92.0094 


77.6000 


24.6701 


148 4808 

1 ~w #^T^/ V#l# 


36.9971 


11863 


92.0094 


15.3825 


2.3374 


28.0473 


9.2716 


17130 


92.0094 


110.1875 


16 5072 


201 5343 


58.1037 


25862 


92.0094 


8,0350 


2.3861 


24.8522 


13.0127 


10504 


91.9506 


311.9150 


13.6702 


329 1181 


200.4643 


3877 


91.9506 


104.0650 


5.1455 


142 8524 


37.5065 


17154 


91.8331 


281.3150 


7.7221 


284 0276 


75.4471 


9391 


91.7156 


625.1725 


43.1230 


454 6670 


116.5087 


17129 


91.7156 


10.0500 


2.8529 


25 5615 


15.8567 


11313 


91.5981 


13.3350 


3.1925 


25.8944 


8.5545 


1995 


91 .4806 


405.5200 


52.2144 


278 1466 


212.8740 


18180 


91.4806 


37.4975 


1 .6927 


35.7117 


16.1218 


1386 


91.4219 


95.7600 


10.2254 


147 1360 


38.0292 


1798 


91.4219 


1133.5450 


76 5602 


1198 7445 


663.2441 


19709 


91.4219 


7.6100 


2.5888 


22.1400 


13.1498 


22301 


91.3631 


24.4275 


0.8275 


30 8226 


20.2706 


3513 


91.3631 


97.1725 


20 1569 


190 3459 


66.6944 


17843 


91.3631 


12.1550 


2.2620 


30.6029 


18.5957 


16479 


91.3631 


43.6000 


2.2122 


63.7131 


19.3431 


382 


91 .3043 


79.3100 


12.1470 


43^3374 


43.4560 


17684 


91.3043 


67.7900 


4.2872 


62 1906 


33.1932 


5317 


91.3043 


688.2775 


56.5133 


692.8058 


479.6152 


8870 


91 .2456 


12.5250 


9.9560 


47.9946 


28.5628 


1632 


91.2456 


27.9100 


! 1.4986 


33.3400 


18.5449 


18881 


91 .2456 


24.3600 


1.8481 


16.4245 


6.1903 


13307 


91 .2456 


5.1175 


4.5511 


34.9725 


23.2619 


4339 


91.2456 


120.4850 


8.9192 


171.7809 


37.7485 


24506 


91.1868 


35.5750 


3.7338 


47.1151 


69.7806 


24589 


91.1868 


156.6975 


13.1227 


99.2475 


43.0384 


19222 


91.1868 


1129.5850 


59.0020 


863.4332 


182.6511 


16138 


91.1281 


59.3050 


10.8771 


102.7867 


29.6238 


11940 


90.8931 


22.9700 


10.7755 


51.1598 


L 16.2242 


16993 


90.8931 


172.1400 


18.1313 


111.0194 


66.1164 


17957 


90.8343 


27.6100 


4.5128 


46.4370 


14.0635 


22009 


90.7756 


27.9000 


1.5413 


34.8772 


15.0597 


2119 


90.7168 


25.7550 


4.5100 


41.5996 


11.3876 


17484 


99.8237 


296.5900 


24.0916 


114.6340 


34.2202 


15280 


99.8237 


56.4375 


3.1817 


120.6087 


29.1945 


9605 


99.1187 


70.5200 


6.8104 


163.1478 


45.9187 


18447 


99.1187 


1204.7050 


149.5109 


404.1362 


129.4772 
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TABLE 5D: APAP ; 
Timepbiht(s): 3, 6 hrs 


! : 


Attorney Docket No. 44921 -51 13WO 
•Document N6. 1926271.2 


GLGC ID NO 


I 'DA Srnre 


Mean Tox 


on Tov 
OU 1 OX 


Mean Nontox 


SD Nontox 




99.1 187 


cjkrq conn 


1219.2733 


1629.7338 


623.5503 




99.0012 


ca men 


9.2568 


176.3844 


58.9829 


A QQ70 

lyo/ y 


98.7662 




24.8818 


! 805.6366 


183.6969 


H ocvio 
1^:o4Z 


98.7662 


1091 7^9*=; 


290.8539 


378.6183 


142.2927 


ZZ4o 1 


OO A "70 >4 

98.4724 




12.3015 


93.6291 


34.5389 


9089 


98.4136 


-z.oouu 


0.5079 


42.5416 


53.2086 


1 1 OOOO 


98.2961 


91 OR ftRRO 


214.3939 


892.2216 


361.9912 


231 15 


98.2961 


7PP ococ 


182.1200 


193.3938 


153.5716 


cor /i 

6254 


98.2374 


O 1 .00/ O 


45.4698 


-1.0109 


37.1194 


A QA A 

1o44b 


98.2374 


440.0T / 0 


114.2497 


99.0030 


48.6653 


o a oon 

24239 


98.061 1 


QT7 flQOC 

yo/ .oozp 


27.9050 


663.5669 


147.0674 


6489 


97.8848 


nop onyc; 


8.7726 


239.2584 


57.8421 


o471 


0*7 j An 

97.6498 


14y.U4# o 


14.5816 


66.1577 


36.6653 


13262 


97.6498 


7*^ QQ7C 

/ o.oy # o 


3.2197 


116.9107 


26.2743 


H 4 r\oo 

11028 


97.4148 


Z 1 .Of /O 


1.4722 


55.3397 


30.8757 


24166 


97.4148 


OAQ QnOC 


23.5662 


435.6270 


84.5070 


21130 


97.3561 


op n>! nn 

yo.u4uu 


22.1590 


241.2839 


76.6858 


23027 


97.2973 


**£^7 HQ P.O. 

oof .uyou 


125.1845 


109.1604 


63.9898 


12979 


97.2385 


770K 
040. 1 / ZD 


41.0457 


895.8667 


426.8559 


6384 


97.2385 


CA oooc 

o4.yyzo 


31.5034 


218.9759 


I 69.5079 


5073 


97.2385 


A*.** QC7C 

41o.ooYo 


125.0664 


127.4450 


90.4538 


18505 


97.1210 


QC 7C7C 

yb./o/o 


12.2612 


189.1475 


54.2202 


21504 


97.0623 


1440.040U 


230.3985 


746.8328 


270.6645 


6791 


97.0623 


•IC'IC 0*1 OK 

lolo.zl^o 


124.7331 


664.6464 


340.9147 


15644 


97.0035 


Z/O4.oUZ0 


406.7310 


1507.7514 


391.4188 


oo^oo 

22688 


96.9448 


AO CQftft 

4o.byUU 


5.2073 


189.3009 


109.3565 


18977 


96.9448 


Of.Odlf o 


1 1 .3929 


23.2862 


16.6057 


19184 


96.7685 


i*f*f.oy^o 


30.4252 


465.5574 


221.1904 


261 18 


96.7685 


iqa 7 Ann 


49.731 1 


214.5454 


64.8190 


1 1 135 


96.7098 


t Z I ,o4ZO 


13.0704 


59.3226 


27.5878 


1 7482 


96.7098 


oar Rnotz 


43.1950 


104.8441 


44.0051 


77CJ 

7751 


96.7098 


P9 o^*?n 

OZ.^OOU 


26.6289 


27.3013 


17.7075 


H O A A\ C 

181 15 


96.6510 


19 

t^.OOf O 


3.6213 


105.6400 


76.9781 


7647 


O OCA f\ 

96.6510 


yp riRoc 


2.1044 


114.3698 


25.8109 


W 07AO 
1O/02 


r\r> ap a r\ 

96.6510 


Z.U4/ O 


2.2234 


28.2887 


19.0053 


obi 7 


96.6510 


con 007c 

ooy.uz / 0 


49.9588 


873.5382 


190.6386 


14,£b/ 


ftp cour 

96.5335 


inon ri nn 


123.2935 


636.5769 


263.7684 


/:1913 


r\ r> A "7 at 

96.4747 


00.0*f / O 


11.7951 


116.7997 


27.8677 


^i2f 12 


OO AT A~T 

96.4747 


O.OVJ f 0 


3.3811 


29.4462 


17.6086 


04 ^R«1 


yb.41bU 


9 QA*?n 
z.y^f ou 


3.7673 


42.0632 


28.7155 




yb.ioio 


fti n^9*? 


35.8981 


-3.1220 


38.7729 


lot 34 


yb.ioio 


Q1 ^Rnn 


36.9542 


264.2357 


84.4353 


7379 


96.1222 


HO.Of UU 


^ ^1 *?1 


yo.4/uo 


OO.OOOZ 


13704 


96,1222 


49 R9nn 


2.6121 


65.8035 


20.4275 


22395 


96.1222 


184.2000 


27.9360 


345.5862 


90.5226 


20566 


96.0047 


39.4675 


5.6584 


12.9169 


12.1278 


4478 


95.9459 


164.5875 


64.3145 


39.7471 


48.0157 


3597 


95.9459 


72.4525 


28.8316 


9.3649 


22.9664 


| 24190 


95.8872 


104.9700 


30.8553 


321.0467 


106.6381 


| 18235 


95.7109 


51.7550 


5.3352 


93.0842 


25.1438 


| 22686 


95.6522 


175.8750 


79.2795 


145.0658 


32.6400 


21176 


95.5934 


-37.2625 


14.5363 


105.9687 


117.9199 
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TABLE 5D: APA£ Attorney Docket No. 44921 -511 3WO v 
Timepoint(s): 3, 6 hrs Document No. 1926271.2 


GLGC ID NO: 


LDA Score |Mean Tox 7 


SD Tox 


Mean Nontox • 


SD Nontox 


22595 


95.5347 


1088.8225 


106.0272 


707.4990 


159.3306 


13389 


95.4759 


21 .4625 


2.7460 


59.8904 


31 .2367 


6552 


95 4759 


3755 3175 


592.2922 


2149.9622 


616.9073 


24745 


95 4759 


1986 1850 


89.7452 


1470.6746 


267.8751 


2422 


95.4172 


1 6 0300 


6.6954 


62.9213 


28.8767 


16673 


95 3584 


29 4200 


6.9349 


60.9729 


22.7704 


2850 


95 3584 


15 1525 


2.2294 


33.0466 


12.6184 


17483 


95 3584 


20.1375 


1 .2520 


11.0384 


9.9516 


23007 


95 2996 


2.3625 


4.6309 


22.2332 


13.2647 


16578 


95 2996 


616 8975 


24.2227 


456.6515 


107.9740 


15504 


95 2409 


40.7275 


2.7203 


12.8941 


35.441 1 


19495 


95 2409 


98 8QQ0 


11.1578 


54.5442 


26.5099 


23379 


95.1234 


327.4775 


168.9093 


264.6640 


65.5405 


15984 


95 1234 


77 6200 


16.7135 


148.9644 


37.2649 


1 8943 


95 0646 


1071 5625 


161 7169 


635.7350 


194.0796 


12588 


95 0646 


47 6000 


5.5872 


90.6607 


28.2380 


I 7521 


95.0646 


23.1000 


4.0925 


72.1363 


37.0846 


22058 


95.0646 


16.1525 


4.8821 


51.3316 


19.7832 


13555 


95.0059 


56.8400 


5.5827 


106.8458 


33.3741 


22559 


95.0059 


406.9000 


25.3093 


253.8055 


112.8122 


22617 


95.0059 


2049.4375 


159.4037 


1296.8578 


368.9993 


12321 


95.0059 


40.3900 


L 7.2929 


87.3672 


26.9394 


22017 


95.0059 


138.6975 


21 .9975 


67.4823 


72.0425 


7628 


94.8884 


23.4650 


9.1093 


-2.6628 


17.3442 


4856 


I 94.8884 


36.7325 


13.3821 


116.7521 


48.1624 


i 9746 


94.8884 


260.9025 


39.3829 


124.2830 


65.6026 


17253 


94.8296 


293.2975 


10.8520 


158.3254 


124.7764 


2462 


94.8296 


-52.0175 


63.5847 


85.9253 


58.3485 
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TABLE 5E: Ay-25329 
Timepoint(s): 24 hrs 



Attorney Docket No. 44921*51 13WO 
Document No. 1926271.2 



GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox .... 


SD Nontox 1 


192 


99.8239 


50.5900 


4.9254 


8.1404 


8.0040 


190 


99.6479 


. 142.1433 


33.4751 


-27.1779 


23.2822 


18028 


99.5305 


524.4900 


67.1830 


70.4836 


56.1651 


6013 


99.5305 


210.9300 


0.7882 


527.3891 


270.0111 


193 


99.5305 


359.7900 


105.5128 


26.2667 


25.8989 


19332 


99.5305 


4.9833 


0.6634 


49.8328 


35.6162 


191 


99.4131 


249.5833 


52.7951 


36.6039 


25.6612 


5493 


99.3545 


340.2467 


21.4290 


122.6623 


59.2893 


18027 


98.7676 


439.8567 


86.6104 


104.8121 


50.0470 


15696 


98.7089 


26.8100 


0.5651 


4.4260 


14.9067 


17995 


98.6502 


154.1433 


1.6574 


546.3056 


370.7675 


24649 


98.5329 


140.1000 


1.6328 


92.1496 


26.4749 


2143 


98.4742 


554.0300 


8.3372 


400.6795 


83.0525 


19050 


98.4155 


154.6767 


10.3920 


80.6395 


29.6965 


3831 


98.2981 


155.4433 


1.5353 


125.8643 


63.4397 


11756 


98.2394 


43.0000 


0.9906 


98.1459 


66.6702 


1471 


98.2394 


22.7200 


0.1931 


39.0220 


19.5713 


5492 


98.1808 


376.6033 


75.5901 


118.0557 


65.9463 


4010 


98.1221 


181.0567 


3.2993 


786.8278 


550.3464 


1382 


98.1221 


115.5700 


0.4951 


115.0427 


27.5981 


4012 


97.9460 


137.8867 


4.4446 


526.6647 


309.8667 


17147 


97.8873 


839.7800 


14.6223 


1709.5554 


970.8092 


25057 


97.8873 


206.0967 


39.4156 


47.7405 


33.6075 


19020 


97.8873 


78.3567 


1.0180 


58.2582 


18.9872 


23041 


97.8286 


63.2333 


1.1711 


28.0313 


36.8550 


1529 


97.7700 


132.2433 


1.0492 


113.8026 


47.0761 


4540 


97.7700 


47.4000 


0.3576 


57.7065 


25.4625 


1522 


97.5939 


376.8433 


49.5235 


133.4522 


79.0320 


15857 


97.5939 


242.3067 


6.2311 


171.5835 


45.5927 


24883 


97.4765 


3.1067 


1.1686 


33.6264 


24.0792 


489 


97.4178 


2510.7867 


668.7792 


438.2292 


456.7883 


4212 


97.3592 


2813.1500 


62.2953 


4623.0827 


1366.4076 


18150 


97.3005 


297.6267 


13.9709 


191.0128 


44.7739 


18349 


97.2418 


127.1567 


2.6039 


224.1898 


92.4037 


25328 


97.1244 


77.5267 


0.7506 


63.0118 


21.9550 


20744 


97.1244 


97.8900 


1.5088 


73.6626 


48.1547 


2107 


97.1244 


162.5333 


3.6979 


113.9964 


38.2226 


4487 


97.0657 


97.4967 


1.9068 


48.6883 


40.4020 


1508 


97.0657 


161.1467 


6.3293 


267.2798 


123.8161 


1271 


97.0657 


206.6267 


5.1341 


140.3387 


36.0158 


25098 


96.9484 


58.1767 


1.2029 


35.7683 


20.4305 


25949 


96.8897 


41.9433 


0.3853 


46.3301 


20.5893 


2753 


96.8897 


36.1100 


1.0672 


42.2632 


33.2088 


25801 


96.8897 


109.6700 


5.1065 


30.7146 


115.3006 


8210 


96.8310 


42.1467 


4.6013 


14.1151 


17.2530 


17560 


96.7723 


1306.9633 


21.4633 


1170.6436 


525.8797 


24653 


96.7136 


44.3967 


4.9832 


15.7796 


12.3568 


819 


96.7136 


941.8800 


38.9477 


1702.4032 


945.9157 


18990 


96.6549 


33.9067 


1.0324 


33.5855 


35.6224 


1308 


96.6549 


70.0667 


0.9823 


55.3598 


23.2480 


7927 


96.5962 


70.2667 


1.7400 


45.6521 


28.1624 


13479 


96.5376 


310.9033 


34.2642 


164.6665 


58.4256 
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TABLE 5E: Ay-25329 Attorney Docket N6: 44921^5 J 13WO 



Timeppint(s): 


24hrs 




- 


Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


MeanTox 


SDTOX ";: 


Mean Nontox ' 


SD Nontox 


17480 


96.4789 


29.7300 


0.8487 


48.3151 


34.2346 


19049 


96.4789 


53.4200 


1.4451 


36.9941 


11.7790 


1698 


96.4202 


1512.4367 


541.0817 


441 .6654 


239.4362 


13547 


96.4202 


238.1467 


7.5976 


164.9258 


55.9441 


21665 


96.4202 


143.2867 


4.0796 


101.9201 


37.6385 


1608 


96.3615 


69.6467 


4.6158 


18.6671 


25.3792 


4292 


96.3615 


32.3933 


0.9261 


54.2326 


25.4056 


18544 


96.3028 


24.4200 


0.3045 


29.3746 


8.4750 


13969 


96.3028 


27.4067 


0.6413 


23.1601 


20.3594 


1693 


96.3028 


47.8733 


3.1905 


8.1141 


29.9617 


20438 


96.2441 


354.7267 


3.9289 


308.0016 


85.3288 


16109 


96.2441 


478.0900 


32.0430 


297.3074 


85.7848 


1674 


96.0681 


32.1367 


1.2016 


45.2912 


30.5203 


1559 


96.0681 


77.6733 


1.8707 


55.6769 


25.2180 


16272 


96.0094 


128.4033 


6.5974 


337.2285 


180.8575 


11865 


95.9507 


48.0167 


1.2439 


50.2143 


29.0790 


1339 


95.9507 


21.0233 


0.4051 


18.4668 


9.7705 


1835 


95.8333 


76.7767 


1 .6489 


112.8462 


45.2731 


1463 


95.8333 


337.2100 


30.9159 


144.7256 


84.8924 


1683 


95.8333 


20.4333 


0.3194 


19.3551 


9.0679 


2263 


95.8333 


63.6933 


0.6897 


65.1829 


19.1841 


17508 


95.8333 


96.3733 


8.9416 


55.7992 


19.5631 


16947 


95.8333 


136.7733 


21.8195 


346.3625 


139.4977 


16304 


95.7746 


174.1367 


8.2022 


316.3077 


162.1031 


25713 


95.7746 


28.8533 


0.7753 


37.9252 


20.9867 


1501 


95.7746 


1354.0800 


72.5087 


2213.4915 


566.4845 


21424 


95.7160 


268.2033 


8.4967 


389.1401 


95.9650 


21488 


95.6573 


81 .7400 


7.5306 


41.8202 


17.5053 


20518 


95.6573 


127.8133 


2.5460 


116.8656 


40.1474 


1558 


95.6573 


123.0067 


8.4021 


71.5809 


35.6994 


25042 


95.5986 


24.7667 


0.9931 


47.4573 


24.4716 


20816 


95.5399 


1024.2167 


30.6503 


85"h8755 


394.8442 


16346 


95.5399 


268.8633 


21.5600 


160.7518 


66.0735 


25479 


95.4812 


354.5733 


5.5004 


436.2706 


164.4732 


24849 


95.4812 


3.2700 


1.6756 


23.0494 


16.8298 


7898 


95.4812 


1709.9667 


154.3895 


3223.1676 


1138.2456 


3254 


95.3638 


549.2100 


7.0530 


481.4882 


127.2471 


2744 


95.3638 


406.3767 


8.1912 


314.9587 


86.4353 


14859 


95.2465 


333.2100 


29.1366 


202.3538 


57.0808 


5496 


95.2465 


66.0300 


6.3902 


164.6468 


97.5388 


14384 


95.2465 


580.6200 


26.1895 


408.8050 


97.6933 


17953 


95.2465 


247.6200 


14.0815 


175.3613 


43.7937 


1309 


95.2465 


77.3000 


2.1556 


56.2805 


22.7967 


21707 


95.2465 


180.1867 


5.7874 


146.5187 


82.6364 


16955 


95.1878 


568.3467 


6.5116 


585.5587 


181.5563 


21843 


95.1878 


200.6233 


14.6176 


124.8148 


35.0886 


15750 


95.1878 


41 .2967 


1.6511 


24.6614 


1 1 .8698 


737 


I 95.1878 


45.0533 


2.0552 


20.9840 


25.9469 


15200 


99.5305 


79.1500 


0.1819 


79.5625 


44.7894 


2161 


99.4131 


487.8733 


17.6574 


190.2738 


80.8372 


8692 


99.2371 


114.5467 


1 .2979 


257.7685 


142.0990 


10829 


99.2371 


20.2367 


0.3612 


48.5766 


20.8523 
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TABLE 5E: Ay-25329 Attorney Docket No 44921 -51 1 3WO 



Timepoint(s): 


24hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Toy . V 


SD Tox 


Mean Nontox 


SD Nontox 


5272 


99.0610 


139.2667 


1.5723 


34.4273 


80.0283 . 


5692 


99.0023 


310.0333 


1.2810 


433.0616 


111.7953 


12412 


98.9437 


23.8000 


0.1559 


9.2227 


17.5190 


7711 


98.8850 


12.0167 


0.1877 


23.5190 


23.4336 


9407 


98.7676 


151.6833 


3.0104 


461.6438 


427.8043 


22037 


98.7089 


176.9600 


0.6365 


184.3368 


55.4198 


5759 


98.7089 


70.0600 


0.5738 


121.1328 


62.8226 


24307 


98.6502 


195.5867 


0.9280 


261.9180 


101.2259 


16010 


98.4742 


43.7733 


1 .2458 


21.7906 


15.6498 


24073 


98.2981 


58.1800 


3.0905 


11.1551 


32.9037 


21489 


98.1808 


249.6767 


14.7118 


144.4374 


35.7640 


23176 


98.1221 


97.1900 


0.4957 


87.8247 


36.3900 


6143 


98.0634 


2245.4633 


167.8408 


650.4672 


571.7397 


4661 


98.0634 


73.8967 


2.7148 


66.2992 


59.3843 


2933 


98.0047 


28.7300 


0.2615 


35.4785 


18.3467 


11774 


97.9460 


13.0600 


0.2691 


21.3834 


21.1584 


4699 


97.9460 


45.0367 


1 .2851 


75.2419 


48.5429 


11518 


97.8873 


866.3333 


5.0257 


700.7905 


152.2198 


3926 


97.8286 


161.7933 


1 .5088 


169.5411 


75.3381 


7899 


97.8286 


97.1133 


2.031 1 


197.7857 


105.8826 


14128 


97.7700 


23.4533 


0.3164 


27.8790 


16.4904 


13545 


97.7700 


166.1967 


21 .3480 


-42.6609 


90.7246 


13298 


97.7113 


83.8033 


0.9404 


112.3971 


60.2811 


24144 


97.7113 


85.0733 


1 .6774 


136.4863 


58.5385 


3766 


97.6526 


1104.0800 


21.8812 


1701 .8873 


523.1631 


! 9968 


97.6526 


58.9033 


1.0584 


94.7145 


47.1795 


i 11798 


97.5352 


70.2967 


0.5886 


99.5352 


39.9368 


12166 


97.5352 


19.0067 


0.2747 


22.2075 


' 15.7144 


18831 


97.4765 


4809.9200 


69.6443 


6750.4066 


1537.9084 


10096 


97.4178 


65.7900 


0.6657 


76.3099 


31.8946 


21762 


97.4178 


[ 466.5167 


4.5356 


376.5299 


92.5215 


16079 


97.3592 


256.4833 


2.1796 


236.7633 


69.5309 


I 23943 


97.3592 


193.3133 


1.9399 


238.6120 


138.7008 


23151 


97.3005 


10.1833 


0.8635 


34.5003 


22.6926 


12572 


97.3005 


72.6600 


1 .3066 


110.4397 


44.0860 


14361 


97.2418 


| 110.6000 


2.8727 


55.7494 


72.3869 


19288 


97.1831 


187.8967 


37.1048 


28.8610 


54.8651 


11228 


97.1244 


490.0467 


9.7160 


364.7764 


145.4307 


24046 


97.1244 


108.2300 


1.7785 


105.7480 


105.8608 


22755 


97.1244 


127.2467 


2.3448 


83.2311 


39.9777 


9721 


97.0070 


20.3833 


4.0155 


99.4118 


58.5648 


18612 


97.0070 


342.4933 


8.9446 


222.4908 


68.2419 


7113 


97.0070 


258.9567 


29.7332 


132.9384 


44.7526 


21095 


36.9484 


117.8333 


1.1484 


150.2953 


45.7433 


23955 


96.9484 


128.7667 


16.9215 


38.1743 


33.4258 


4251 


96.9484 


662.4133 


30.4248 


^_ 362.9457 


144.8585 


5151 


96.9484 


60.9833 


1.7539 


104.3052 


54.4726 


3690 


96.9484 


215.8300 


64.2400 


49.8174 


39.1039 


9657 


96.8897 


86.2000 


3.2922 


15.2155 


54.2610 


8047 


96.8897 


52.2700 


8.8581 


-42.9515 


63.3252 


18422 


96.8310 


38.5533 


0.7600 


39.6485 


23.5532 


17368 


96.8310 


235.3267 


4.7107 


175.3676 


47.9310 
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TABLE 5F: Ay-25329 ; Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


3, 6 hrs 






Document No. 1 926271 .2 


GLGC ID NO. 


LD A Score 


Mean Tox 


SD Tox 


Mean Npntox 


SD Nontox ! 


18430 


97.8799 


244.4133 


59.6164 


71.4675 


41.6287 


13464 


97.8799 


105.1833 


8.0050 


46.4058 


31.0661 


14295 


97.1731 


88.9483 


17.8311 


33.4665 


16.1875 


2628 


96.9376 


492.8917 


34.5114 


184.1623 


135.2229 


15937 


96.8198 


169.7067 


34.6420 


78.4724 


30.5320 


11494 


96.5253 


380.8500 


49.2497 


169.0470 


144.6119 


4524 


96.4075 


131.3050 


9.6564 


70.9689 


30.5601 


18405 


96.4075 


73.1433 


1.3001 


56.2209 


16.3299 


14353 


96.2898 


159.8883 


9.8128 


95.1852 


34.5947 


20359 


95.8775 


23.2233 


1.5818 


52.2767 


27,9906 


24196 


95.8775 


56.2083 


16.0105 


18.4056 


17.8373 


8641 


95.8775 


418.7433 


123.4335 


167.0685 


79.7843 


2629 


95.8186 


556.8817 


149.7753 


197.6202 


116.9833 


18949 


95.6419 


217.6067 


13.5541 


129.5842 


42.4331 


15224 


95.4064 


529.3033 


45.4816 


837.2908 


188.2989 


24195 


. 95.1708 


20.3117 


6.6761 


-3.8527 


17.4214 


22412 


95.1708 


1181.4517 


96.9794 


687.0701 


451.2515 


22413 


95.0530 


777.7333 


59.6676 


464.3818 


282.6921 


11455 


94.9352 


265.3333 


43.1649 


124.9575 


68.1315 


1495 


94.9352 


225,5533 


25.5123 


134.3143 


44.7788 


15703 


94.9352 


70.4600 


13.9834 


27.2264 


16.2986 


4683 


94.9352 


121.4117 


7.6137 


200.8374 


60.5156 


21951 


94.8763 


252.2717 


27.3888 


139.1377 


49.0136 


11454 


94.8174 


451.5483 


73.5754 


229.0866 


103.9297 


16825 


94.7585 


89.7350 


12.1107 


45.6657 


24.7499 


16346 


94.7585 


269.8583 


28.7645 


160.3627 


65.8357 


21069 


94.6996 


60.3067 


2.3909 


42.4731 


12.3421 


1070 


94.5819 


30.2617 


15.0986 


-2.9041 


15.9980 


18442 


94.5819 


86.7183 


13.9898 


48.8404 


18.7263 


13271 


94.5819 


126.9467 


6.3864 


86.0945 


24.1985 


1306 


94.3463 


270.6533 


46.3224 


151.2611 


57.9675 


19924 


94.2874 


142.2083 


43.7937 


53v2145 


38.6505 


22841 


94.2285 


377.3850 


33.5481 


237.2008 


86.1178 


21827 


94.2285 


88.1283 


8.1489 


148.5733 


37.0364 


25855 


94.1696 


57.7200 


5.6047 


117.2248 


49.8470 


11483 


93.8751 


883.2850 


232.7277 


391.2303 


250.5088 


21375 


93.8163 


76.8383 


10.0983 


43.5258 


.16.2520 


6980 


93.8163 


20.1200 


4.1902 


50.3957 


20.8092 


14997 


93.8163 


1 59.6967 


35.3579 


469.4307 


215.5138 


2947 


93.6985 


149.2450 


18.3877 


81.5813 


32.6704 


17214 


93.4629 


537.1983 


123.3613 


303.7725 


107.9353 


1421 


93.4629 


107.4083 


7.8489 


152.5249 


28.4429 


10936 


93.4040 


386.2567 


24.4089 


285.8312 


55.1814 


21696 


93.3451 


513.0367 


32.2830 


366.5037 


91.6917 


923 


93.2862 


447.6017 


76.9493 


191.9330 


109.2271 


| 5655 


93.2862 


54.4933 


5.1710 


22.8081 


21.3101 


11493 


93.2273 


76.4950 


11.3082 


33.6475 


53.6664 


405 


93.2273 


415.8367 


34.1897 


214.7555 


114.7106 


18393 


93.2273 


262.2117 


13.3125 


196.4734 


47.9128 


23248 


93.1684 


| 81.5267 


12.9663 


39.7785 


37.0517 


22411 


92.8740 


84.2033 


30.7726 


37.2245 


44.4022 


20996 


92.8740 


388.8817 


32.0371 


250.0097 


90.7838 
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TABLE 5F: Ay.25329 jr Attorney Docket No. 44921-51 1 3WO 

Timepoiht(s)V 3, 6 hrs ' Document No. 1926271.2 



GLGC ID NO. 


LDA Score £ 


Mean Tox 


SDTox 


Mean Nontox : 


SD Nontox 


606 


92.8740 


44.4467 


12.7203 


-8.6008 


32.0556 


I 10622 


92.8151 


194.4550 


67.2120 


45.3615 


98.1684 


18396 


92.8151 


757.9317 


102.5283 


393.7471 


199.8948 


19472 


92.8151 


921.4283 


33.9163 


734.7573 


157.7721 


21654 


92.6973 


1234.4150 


106.7444 


853.2560 


222.8128 


23211 


92.6973 


76.8150 


4.8992 


52.6554 


16.7993 


17581 


92.6384 


156.6733 


23.5839 


100.5028 


28.8250 


15313 


92.5795 


630.9917 


78.0988 


299.2288 


167.9021 


21989 


92.5795 


178.0983 


25.4530 


111.0253 


34.2502 


1598 


92.5795 


512.5183 


123.0998 


280.3115 


272.4337 


16982 


92.5795 


2994.6350 


385.1215 


1616.1479 


977.2105 


15402 


92.5206 


36.9500 


11.0460 


110.3461 


59.5505 


14632 


92.5206 


1058.1517 


30.6674 


937.6025 


398.2665 


23550 


92.5206 


26.7900 


1.6882 


41.6228 


14.5863 


18967 


92.4617 


46.7667 


19.8022 


159.5867 


88.6779 


1141 


92.4617 


143.3867 


14.5223 


224.5637 


56.6202 


19086 


92.2850 


725.2767 


110.2406 


400.0317 


159.9841 


10623 


92.2261 


157.1383 


39.7242 


67.7467 


58.3618 


1959 


92.1673 


728.9033 


48.0728 


1344.1193 


856.2213 


17908 


92.1673 


851.1117 


160.5609 


447.3364 


270.3713 


427 


92.1673 


743.2883 


89.4843 


1717.1696 


924.3084 


19962 


91.9317 


113.4650 


29.0504 


234.8810 


75.8808 


8768 


91.9317 


89.6550 


5.9309 


59.7671 


20.8109 


1949 


91.8728 


145.9350 


18.9856 


78.3360 


37.9597 


14066 


91.8728 


66.8400 


4.3112 


100.3023 


28.4136 


463 


91.8139 


65.4117 


12.9313 


41.0991 


13.4054 


17227 


91.8139 


891.5767 


57.6923 


1278.8168 


339.1518 


25170 


91.7550 


139.2517 


29.8308 


80.0907 


33.5922 


13160 


91.6372 


55.0983 


10.6580 


91.1136 


22.2215 


6554 


91.6372 


284.3233 


25.0925 


189.6051 


66.0887 


25701 


91.6372 


61.5150 


3.4145 


87.8364 


26.0903 


21670 


91.6372 


181.9217 


. 13.8454 


119.7302 


44.8171 


14968 


91 .6372 


19.0850 


6.8948 


64.4396 


34.8537 


21842 


91.5783 


759.7133 


123.9583 


479.0880 


261.8514 


798 


91.5783 


79.7200 


10.3744 


52.4562 


22.5528 


23312 


91.5783 


91.9350 


10.9517 


57.3650 


20.6881 


2970 


91.5783 


946.5083 


114.5514 


462.1050 


i 377.7985 


22321 


91.4605 


1434.4917 


198.8243 


829.6159 


434.5747 


20204 


91.4016 


19.4967 


2.0304 


40.2957 


20.2264 


10626 


91.3428 


268.4650 


66.561 5 


121.6039 


93.3006 


4957 


91.3428 


144.9233 


8.2315 


147.7554 


68.3542 


19730 


91.3428 


71.9250 


11.4500 


44.7419 


40.5468 


25799 


91.2839 


294.6833 


45.3323 


212.5137 


141.5602 


25756 


91 .2839 


109.0567 


5.1192 


105.3100 


50.6019 


19222 


91.2839 


1125.1583 


55.5409 


862.8375 


182.4373 


15242 


91.1661 


114.5167 


13.7470 


83.3984 


19.6550 


20509 


91.1072 


96.5950 


5.9580 


71.2690 


26.6920 


17158 


90.9894 


87.5017 


11.5433 


57.2658 


54.1871 


3290 


97.5265 


613.4167 


39.9942 


314.5679 


109.5502 


4828 


97.1143 


142.4550 


43.4747 


46.8512 


26.7454 


9796 


97.1143 


255.0833 


18.0860 


123.2008 


55.7286 


21390 


97.0554 


405.1600 


31.5841 


193.6104 


81.9021 
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TABLE 5F: , Ay-25329 




Attorney Docket Nd. 44921 -51 1 3WO 


Timepoint(s): 


3, 6 hrs 


■".:.•>-. ^ 




Document No, 1926271.2 


GLGC ID NO: 


LDA Score 


Mean Tbx i 


SD Tox 


Mean Nontox ■ 


SD. Nontox 


i 2506 


96.9376 


398.0800 


27.9546 


218.1467 


70.2029 


11714 


96.7609 


61.7217 


9.8318 


247.6829 


126.7089 


8305 


96.7609 


375.7550 


22.1251 


183.0852 


93.0472 


22689 


96.7020 


232.9067 


27.4459 


97.7041 


46.2643 


3923 


96.6431 


139.4550 


24.6741 


54,1024 


32.1015 


22180 


96.6431 


178:1850 


59.1702 


61 .6409 


37.0427 


16234 


96.6431 


301.8650 


39.7464 


162.4979 


52.4535 


9168 


96.5253 


509.6183 


100.2313 


185.4878 


93.8896 


5381 


96.4664 


306.8217 


28.5645 


187.0617 


47.6178 


14211 


96.4664 


209.1150 


10.7566 


119.0507 


52.6792 


7192 


96.4075 


102.5200 


1 1 .8983 


38.9664 


27.9945 


19403 


96.4075 


754.6017 


87.0801 


415.5562 


121.2843 


23541 


96.4075 


890.8783 


193.8994 


275.9950 


179.2010 


2772 


96.2309 


184.5450 


27.6946 


100.9273 


33.0488 


3275 


96.2309 


336.9533 


39.9584 


178.2048 


63.8171 


21561 


96.1720 


114.9450 


23.4685 


41 .3638 


28.1508 


15007 


96.1131 


668.6550 


48.1401 


455.1624 


95.6014 


11324 


96.1131 


46.2600 


3.1691 


96.2170 


44.1997 


169 


96.0542 


40.0800 


3.3572 


87.3002 


34.3463 


22517 


95.9953 


223.0367 


40.6905 


46.7656 


73.5935 


19271 


95.9953 


490.6917 


53.7345 


278.7017 


95.6827 


14768 


95.9953 


425.8033 


108.9164 


202.3506 


66.2873 


13758 


95.8775 


83.0517 


5.7052 


46.8549 


18.7966 


3307 


95.8775 


101.2317 


4 f 0591 


117.0139 


53.3865 


17540 


95.6419 


2146.7033 


204.5770 


1144.7223 


422.9289 


21213 


95.6419 


1280.9050 


260.8250 


655.9604 


225.0079 


21894 


95.6419 


336.2600 


35.4620 


177.3960 


85.7771 


19006 


95.5830 


10.7983 


6.3550 


77.7137 


44.6839 


21534 


95.5241 


407.5467 


71 .6526 


156.6914 


99.0124 


5131 


95,4064 


372.5217 


28.4889 


222.5597 


70.0298 


10068 


95.4064 


202.3933 


1 1 .5238 


369.9565 


141.8671 


6818 


95.4064 


158.7683 


4.9907 


23*h9303 


66.5161 


12833 


95.2886 


104.2533 


19.2388 


51 .5040 


28.5502 


8214 


95.2297 


69.6917 


11.0812 


-2.4645 


50.2674 


12713 


95.1708 


174.6267 


6,9790 


244.1152 


65.7408 


15091 


95.1119 


576.4117 


48.8357 


314.5218 


119.7311 


2501 


95.1119 


256.4683 


36.4618 


147.7495 


48.9318 


23619 


95.1119 


834.4217 


102.6296 


434.5440 


153.2857 


8966 


95.1119 


323.8550 


37.2591 


194.4778 


70.4282 


8020 


95.0530 


233.9050 


5.5042 


179.3032 


46.7638 


10020 


95.0530 


46.5100 


5.9047 


103.1178 


45.7959 


21839 


94.9941 


414.3417 


43.1152 


235.5447 


80.1501 


| 21573 


94.9941 


149.2700 


7.8562 


105.1396 


25.9713 


13265 


94.9352 


48.9750 


9.3582 


17.2554 


12.6876 


5630 


94.8763 


83.8650 


3.9246 


146.5377 


80.0144 


21214 


94.8763 


1552.6417 


218.7283 


901.2968 


278.8069 


4205 


94.8174 


1137.8867 


128.3597 


598.7179 


242.8131 


4707 


94.8174 


133.5667 


12.9546 


68.5205 


32.2890 


13229 


94.7585 


73.6167 


5.4273 


123.1325 


32.5103 


10750 


94.7585 


10.5883 


0.9995 


21.4047 


25.8245 


| 16554 


94.6996 


13.2400 


1.6809 


31.3074 


38.2654 


5781 


94.6996 


353.0233 


130.2003 


151.0561 


90.8658 
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TABLE 5F: Ay£5329 Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


; 3, 6 hrs 






; Document No. 1926271.2 


/***! r^r^ \v\ ki t~\ 
vaLoO IU NU, 


lua pcore 


Mean Tox^ 


oU 1 OX 


Mean Nontax 


SD Nontax; 


21509 


94.6996 


-55.7467 


14.6589 


84.2766 


90.4791 


17948 


94.6996 


326.7133 


28.9977 


195.8269 


70.0555 


2093 


94.5819 


1588.8000 


316.8382 


503.8423 


404.0605 


2563 


94.5819 


720.3150 


72.6944 


451.8885 


120.9167 


4067 


94.5230 


662.1267 


126.1669 


343.2365 


144.5664 


5350 


94.5230 


175.5117 


7.7610 


273.7931 


89.2739 


24021 


94.5230 


214.7350 


22.8421 


351.3859 


84.4421 


6929 


94.4641 


119.9667 


23.5626 


55.1980 


30.3598 


15042 


94.4052 


287.3567 


53.4370 


125.5995 


79.3029 


17387 


94.4052 


386.0967 


118.0665 


72.4263 


138.5332 


21409 


! 94.3463 


296.5533 


39.281 1 


152.9101 


67.8517 


3993 


94.3463 


204.8100 


28.8425 


132.1381 


32.9209 


2484 


94.2874 


126.1267 


11.8361 


57.2559 


35.6616 
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TABLE 5G: CARBAMAZERINE Attorney Docket No. 44921 -51 1 3WO 



Timepoint(s): 


24 his-. 






Document No. 1926271.2 


GLGCIDNO. 


LDA Score 


Mean Tox 


SD Tox 


MeanNontox 


SDNontox 


14123 


100.0000 


48.4980 


0.7756 ' 


-11.6124 


18.3792 


24809 


99.9413 


180.3570 


1 .8345 


56.8638 


32.3758 


25403 


99.8239 


64.0790 


0.2905 


25.4184 


17.4170 


15823 


99.7653 


83.4667 


1 .9097 


-8.0912 


27.0973 


15805 


99.7066 


112.9880 


6.5119 


14.5016 


20.1291 


.15316 


99.7066 


55.0293 


0.3776 


33.4617 


8.5637 


20865 


99.7066 


-37.6357 


4.9729 


34.6265 


23.5257 


5850 


99.7066 


44.4007 


1.4649 


15.7542 


8.3847 


1164 


99.7066 


46.5737 


0.4884 


18.8003 


11.7037 


790 


99.7066 


55.8813 


1.7601 


13.0070 


31 .9294 


15186 


99.6479 


126.6513 


0.1590 


114.2720 


42.5942 


1318 


99.5892 


135.9500 


8.4584 


6.1624 


39.5671 


25505 


99.5892 


53.0530 


0.6712 


24.0215 


12.1296 


" 21007 


99.5305 


-16.9577 


1.1134 


136.6015 


135.1118 


24205 


99.5305 


160.7647 


9.8152 


72.5590 


23.4742 


7960 


99.4718 


41.7373 


1.9215 


9.8023 


8.1546 


24410 


99.4718 


45.8827 


1.5862 


8.2973 


11.3059 


1389 


99.4718 


243.8687 


24.1626 


-2.5747 


56.8163 


23897 


99.4718 


64.6800 


3.7886 


10.4497 


15.5433 


20410 


99.4718 


279.9763 


5.6300 


70.7098 


45.3260 


21054 


99.4718 


3.5047 


5.6705 


174.0597 


99.2673 


20014 


99.4131 


91.9310 


5.4248 


14.5709 


15.9063 


12072 


99.4131 


81 .5930 


4.5469 


27.4857 


17.7969 


22890 


99.4131 


-2.8330 


3.4395 


59.6139 


33.0271 


2000 


99.3545 


45.8990 


2.7151 


10.1577 


8.5937 


3886 


99.2958 


1.0683 


1.0933 


36.3414 


18.0822 


25416 


99.2958 


74.3677 


7.2411 


16.8752 


44.2188 


1968 


99.2371 


50.4590 


3.9402 


10.1379 


11.2938 


19786 


99.2371 


38.7987 


1.9629 


10.1821 


7.3119 


7351 


99.2371 


150.8150 


11.3270 


42.1127 


24.3023 


21034 


99.2371 


96.3640 


12.6094 


1.5747 


18.6184 


16255 


99.2371 


155.2367 


9.3656 


1112^7028 


612.4604 


23862 


99.2371 


•33.3880 


6.6373 


66.6017 


36.1225 


17916 


99.2371 


88.5927 


0.6726 


63.7029 


19.9293 


6672 


99.2371 


86.9130 


0.3191 


117.2217 


54.781 1 


1552 


99.2371 


-9.1733 


i 2.4677 


85.4641 


66.1090 


9516 


99.2371 


37.1223 


2.1698 


15.5424 


56.3491 


1914 


99.1784 


196.7423 


11.3560 


87.7237 


33.2131 


17999 


99.1784 


318.9597 


39.2363 


967.8914 


261.2563 


18924 


99.1784 


84.9983 


3.5681 


30.6930 


17.5419 


9126 


99.1784 


321.0840 


2218784 


106.5052 


51.6009 


20831 


99.1784 


50.0190 


8.3389 


164.8933 


50.8114 


25195 


99.1784 


105.6267 


9.2087 


23.5897 


19.3267 


4601 


99.1784 


29.1593 


2.2838 


-1.0195 


15.9477 


18365 


99.1197 


131.8590 


0.6389 


101.3220 


30.1635 


18897 


99.1197 


366.1280 


24.8456 


117.0836 


56.2510 


7693 


99.1197 


56.9730 


2.7278 


22.3518 


11.0319 


18727 


99.1197 


741.6577 


1.6270 


881.8320 


229.7376 


1049 


99.061 C 


257.4263 


18.7145 


110.2200 


33.3008 


313 


99.061C 


157.1730 


6.2781 


72.5416 


30.0850 


26001 


99.061C 


75.3957 


0.758C 


23.4137 


51.8819 


16301 


99.061 C 


\ 21.6367 


0.4663 


146.4527 


147.2906 
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TABLE 5G: CARBAMAZEPINE Attorney Docket No. 44921-51 13WO 



Timepomt(s): 


24 hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


11 


99.0610 


45.1377 


5.3267 


-3.2473 


13.4996 


20863 


99.0610 


273.8600 


9.6637 


123.7345 


44.5968 


13938 


99.0610 


121.9280 


13.9465 


26.9523 


21.3376 


20153 


99.0610 


85.0960 


7.7296 


319.9229 


120.1068 


9840 


99.0610 


269.0617 


16.7867 


1116.7820 


503.8976 


24732 


99.0023 


68.6833 


5.9190 


22.9610 


12.6860 


1840 


99.0023 


165.6460 


4.9015 


66.3054 


30.2296 


25936 


99.0023 


L 30.7817 


1 .5750 


9.7733 


7.6718 


23522 


99.0023 


439.8797 


10.7217 


251.5698 


78.8198 


926 


99.0023 


114.5767 


6.8464 


41.7867 


23.9772 


1575 


99.0023 


54.0730 


4.1433 


13.0610 


11.1845 


22872 


99.0023 


215.2283 


3.5063 


144.2281 


27.4511 


25515 


99.0023 


24.3793 


13.2816 


-1 1 .9388 


8.8595 


18000 


99.0023 


431.1557 


62.3955 


1239.1314 


347.3849 


18338 


99.0023 


85.6710 


4.6222 


26.2959 


17.7964 


11836 


99.0023 


78.7933 


3.3954 


27.3050 


15.8532 


21794 


99.0023 


140.7727 


10.0847 


51 .4299 


27.2684 


17277 


99.0023 


143.6707 


14.5302 


46.9303 


25.0079 


25196 


99.0023 


110.5447 


11.8558 


22.3283 


31.0538 


1925 


99.0023 


181.1357 


4.5046 


95.4820 


34.9458 


7489 


98.9437 


77.9070 


5.1620 


26.2102 


15.5952 


24107 


98.9437 


393.5383 


34.3071 


152.1653 


54.3095 


21683 


98.9437 


144.5073 


13.3131 


49.8008 


23.9805 


692 


98.9437 


34.8557 


0.9564 


13.5990 


10.2824 


1896 


98.9437 


34.7883 


0.6874 


16.2825 


8.2526 


3430 


98.9437 


953.4527 


25.0185 


500.6999 


183.2857 


25753 


98.9437 


79.6427 


7.7013 


-17.8280 


32.6002 


24528 


98.9437 


55.0493 


5.1799 


16.9409 


10.6080 


25336 


98.9437 


168.8077 


17.8126 


29.9355 


27.7323 


25222 


98.9437 


25.5017 


1.3525 


10.4093 


8.1741 


17991 


98.8850 


108.9530 


14.7206 


24.1683 


16.8260 


536 


98.8850 


55.4430 


7.0163 


13,0676 


10.0571 


24568 


98.8850 


53.7473 


3.6314 


21.7335 


13.0969 


1480 


98.8850 


107.7950 


11.6472 


347.8121 


122.6750 


18533 


98.8850 


90.3800 


13.4304 


9.7228 


24.1083 


631 


98.8850 


25.9430 


0.7283 


10.9174 


6.1250 


13488 


98.8850 


-9.1863 


7.5260 


29.3408 


12.6819 


24869 


98.8263 


305.1247 


16.2346 


96.4816 


60.9388 


25244 


98.8263 


95.2620 


5.4541 


19.2113 


17.8717 


1120 


98.8263 


55.6800 


2.4398 


23.7226 


11.9836 


4721 


98.8263 


99.9530 


8.2323 


39.0086 


16.5644 


17676 


98.8263 


23.5260 


16.1556 


908.5257 


764.6878 


8831 


98.8263 


328.0247 


47.4173 


52.6739 


70.0195 


15727 


98.8263 


75.0070 


9.4361 


20.8071 


13.4201 


9174 


98.8263 


60.7883 


5.6686 


14.6962 


18.1791 


1853 


98.8263 


1315.8550 


6.7931 


1828.9867 


535.5986 


17486 


98.8263 


46.2910 


9.6281 


5.0471 


8.3023 


675 


98.8263 


32.4463 


6.9857 


-8.9789 


12.9485 


7307 


99.8826 


146.0617 


1.1531 


70.1148 


28.8654 


11630 


99.7653 


455.1767 


3.0582 


281.2968 


61.7315 


4751 


99.7653 


227.2887 


0.6892 


114.1999 


45.0664 


11767 


99.7066 


154.7667 


8.7236 


35.3085 


32.3148 
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TABLE 5G: CARBAMAZEPINE 


Attorney Dbcket No. 44921 -511 3WO 


Timepoint(s): 


24 hrs 






Document No. 1926271.2 


GLGC ID NO; 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox .: 


SD Nontox 


18002 


99.7066 


374.4650 


25.4273 


1301.7414 


484.1351 


21465 


99.7066 


445.4160 


30.5791 


1930.2488 


819.0464 


24251 


99.5892 


132.1863 


0.9781 


69.3626 


88.3190 


18681 


99.5305 


146.4137 


17.5015 


469.0938 


138.2230 


15122 


99.5305 


195.3107 


0.8623 


266.4687 


61.3122 


. 6874 


99.4718 


234.0087 


13.0313 


54.6951 


40.3200 


24223 


99.4718 


585.9413 


7.0652 


275.0404 


125.3416 


24130 


99.4718 


177.5050 


7.1452 


66.5799 


34.3252 


18491 


99.4131 


405.2177 


24.9928 


751.4099 


125.7073 


6890 


99.4131 


182.9777 


9.0777 


79.3668 


30.4514 


2025 


99.4131 


136.4650 


3.0285 


61.8417 


37.8943 


18910 


99.4131 


-84.9320 


28.8661 


189.4222 


118.4656 


I 4618 


99.4131 


142.9597 


1.4231 


81.4530 


34.9566 


17096 


99.4131 


421.0987 


0.5803 


523.5151 


122.9930 


6313 


99.3545 


161.2440 


7.5580 


31.6342 


47.8259 


13141 


99.3545 


102.7810 


0.8108 


58.9323 


19.1751 


3860 


99.3545 


144.2537 


1.1453 


311.6792 


134.2491 


8580 


99.3545 


113.6997 


0.2805 


95.9177 


34.5760 


5309 


99.2958 


223.5827 


0.8326 


344.2408 


87.1220 


6699 


99.2958 


294.8583 


4.9811 


46.3019 


83.8043 


6370 


99.2958 


209.9073 


14.3105 


20.3682 


43.8699 


13753 


99.2371 


39.8550 


0.5715 


13.6806 


14.1475 


4951 


99.2371 


183.0727 


23.8127 


544.7317 


193.5944 


23756 


99.2371 


227.3547 


12.1648 


652.0333 


363.0901 


9289 


99.1784 


175.8997 


17.8885 


61.9873 


35.6449 


20633 


99.1784 


62.7547 


2.4832 


16.5823 


17.3640 


13958 


99.1784 


26.8990 


2.9256 


-7.4870 


16.4666 


18138 


99.1784 


636.0283 


22.6070 


1864.4630 


742.3702 


12836 


99.1784 


177.7727 


8.8776 


57.2892 


35.9146 


16779 


99.1784 


115.0767 


1.4765 


60.9063 


40.8888 


22637 


99.1784 


55.1107 


4.0960 


11.8810 


18.5527 


20140 


99.1197 


47.4840 


0.6659 


16t4757 


21.2829 


17646 


99.1197 


166.2943 


4.7569 


102.5739 


23.5564 


11192 


99.1197 


25.2547 


1.3049 


1.2014 


15.4768 


8330 


99.1197 


108.2920 


5.4333 


42.2278 


22.7628 


21466 


99.1197 


835.2790 


129.6464 


3183.2413 


1232.0680 


16533 


99.1197 


60.6637 


25.3108 


384.7378 


144.8104 


23535 


. 99.0610 


248.9700 


10.9006 


91.4745 


50.4478 


i 18212 


99.0610 


112.1510 


24.8844 


-31.1676 


29.8890 


18839 


99.0610 


11.3043 


6.6877 


103.1519 


45.6866 


12602 


99.0610 


112.6727 


3.7478 


245.4803 


66.5770 


9746 


99.0610 


194.9770 


1.1266 


124.6755 


66.1367 


21442 


99.0610 


14.9597 


0.2368 


47.6371 


28.6294 


2571 


99.0610 


150.3277 


24.8886 


-42.2173 


67.7958 
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TABLE 5H: Carcinogen Gentoxic Attorney Docket No. 44921-5113WO 



Timpnointf*^ * 








Document No. 1 926271 .2 


GLGC ID NO 


IDA 55rnrp> 


ft^ pan Tnv 


en Tav 
OU I OX 


Mean Nohtox' 


Sp Nontox 


17RQ/1 




O/l *1 C7Q 

Z4.1 o/y 


4 A OCOA 

1 0.8529 


63.0350 


32.9578 


90/lfiP. 


70 7007 

fO.l UO# 


i| 70Q 

no.4/ yy 


4 0 0 tro a 

18.8561 


57.3331 


40.3580 


1ftftfi7 
I ooo / 


70 70,0/7 


4 *co cncc 


Cf\ A OO A 

59.4881 


312.6097 


157.4767 


177QQ 




4 O fl70Q 

lo.UMo 


5.8696 


44.0949 


41 .6782 


OJ.OO7 


77 


14oo.5ob0 


350.4001 


1017.6059 


335.8338 


I OOUD 


77 A7Q1 


ZoZ4.bob1 


C4 4 O vl A A 

61 1.6411 


2168.1253 


568.0217 




77 nrn 0 


QA>lO OAftC 

oU18.z00o 


535.2345 


2466.3986 


617.7198 




7ft /IQQA 

r o.4yo4 


OO OvlO'l 

Zo.Z4ol 


4 0 Toon 

18.7839 


81.0548 


59.0454 




7ft /(QQ7 

/0.40OY 


82.5342 


33.3722 


146.3369 


71 .9209 


o>icoe 
^*tO<tO 


7R 0/M4 


007C £S4 >I*T 

zo/ 0.0 147 


0*70 rtrtr^ >i 

273.0064 


2111.8089 


359.3834 


1 ooyo 


7C 04/10 

/o.o14Z 


244.5522 


49.7790 


204.1394 


48.1019 




f O.U404 


00.6969 


10.7667 


84.6507 


46.2064 


OlO 


#o.ou/o 


o428.oo83 


516.3530 


2934.2645 


654.7969 




7H AAQ.Ci 
( 0.440U 


on70 oncn 

ZU/z.Zyby 


424.1459 


1641.8186 


416.6065 


I 00/ 0 


7C nOQQ 

f o.uzyy 


OQ7 OOCO 

zo7.o852 


56.9144 


225.8582 


75.6946 


*1 RQOQ 

i oyzy 


7/1 Q4H/1 


ooho o*7rtrv 

z^l 2.8700 


433.5204 


1972.9877 


396.4671 


1 0 1 oU 


7 A QOHQ 
f 4.0ZUO 


57.2374 


21 .6973 


95.5882 


43.1725 




7 A 70AQ 

r4.f yuy 


35.2148 


16.3889 


14.1246 


22.1227 


ooy f 


7v1 7ft 4 4 


25.1917 


21.4400 


43.6334 


29.5628 


4zyz 


7>1 7AH O 

/4./U13 


43.2759 


5.8170 


54.3900 


25.6016 




7>1 ft"74 A 

/4.0/14 


1 55.2046 


66.5618 


88.2512 


74.8286 


1 OOUD 


74.581 0 


4090.2974 


756.0369 


3302.5231 


876.5555 


1 lODO 


~7 A A CO A 

( 4.4bZ4 


24.5675 


12.9383 


50.7579 


29.0331 


4 cqh in 


70 no a c 

73.9845 


34.7029 


8.8888 


26.9325 


13.2867 


IDo4/ 


/o.yo4b 


1865.2128 


330.3253 


1534.1079 


327.1473 


1 / OOZ 


70 OC/1C 

7o. y54o 


ceo ooo/\ 

552.2980 


151.3505 


653.8965 


387.5632 


ZOZU4 


Zo.9247 


60.4349 


28.6014 


107.2352 


56.4270 


1 000 1 


/o.oodU 


327.0269 


OCT OOCTO 

85.2858 


429.1192 


123.9959 




70 QftCA 
/O.ODOU 


210.4887 


25.5060 


206.8894 


54.1631 


-1 QG4 4 

loo 1 1 


to oocn 

/o.obou 


3492.6204 


625.1874 


2793.9336 


802.3376 


1 DODZ 


70 7-1 C7 

/o.no/ 


OOOO.OI 1 1 


564.5969 


3089.4855 


568.9847 


ZUO/Z 


70 coco 


07>IC CAAC 

2/4b.o09o 


482.6771 


2267JI399 


612.0351 


I Of Uo 


"7Q. f^Hftft 

/ o.oubb 


OAA CCM O 


OCi OO A O 

86.2312 


261.7915 


84.1375 


4. 7007 

i / yy 1 


70 OQ74 


OO "7*7 OO 

oo.f /80 


31 .9197 


50.0072 


23.8590 


AAOG 
44ZO 


70 007/1 

/O.oZf 4 


077 74 OO 

Of / .f I08 


/>o noon 

62.9380 


275.3301 


76.0192 


OD40 


70 Q07>l 

/o.oZf 4 


OOO >|A70 

oo2.4y78 


1 60.6275 


546.7870 


273.7831 


1 f OO/ 


70 QQQQ 

# z.yyoo 


oZ f O.Z4 / 1 


00c coon 

boo.b829 


2640.8623 


675.9263 


1 oozz 


70 QRQO 

/ z.yooy 


/IO CQOH 
4Z.OOO 1 


4 f\ 0A07 

lU.oyo7 


64.8080 


34.4905 


1 O 1 04 


TO QCQQ 

/z.yooy 


i4yy.z/ bb 


4 AC OCAO 

lyb.2598 


1279.1471 


248.1887 




79 GOQ4 

f z.yoy 1 


OOO Oy! 4 O 
ZZZ.Z4iO 


4 04 4 OQQ 

loi.toyo 


328.5879 


127.8903 


94^77 


70 qocm 
r z.yoy 1 


zo44.uizy 


/I Cft A77C 

450.9/ f b 


2164.7557 


529.581 1 




79 ft7QO 


inn cniQ 
1 uu.ou 1 y 


Cft QOi/1 

oo.yo 14 


181.7163 


85.6482 


AA^Q 


70 Q^QC 


4 Oft 4 CQQ 

1 00. 1 oyy 


40.4/ OO 


244.3336 


74.2609 


OC7AC 


79 RAOR 

§ z.o4yo 


04Q4 0004 


007 O/IOO 

20/ .8482 


1873.7307 


390.4862 


10819 


72.7897 


3325.8141 


666.3316 


2785.1932 


734.6304 


32 


72.7897 


23.7469 


30.6246 


51.1800 


27.0449 


19020 


72.7300 


69.2854 


18.3031 


58.0931 


18.9467 


9620 


72.7300 


1607.7848 


205.3970 


1351.3844 


295.0936 


1973 


72.6404 


200.5189 


41.8816 


265.2599 


76.0872 


844 


72.5806 


102.0208 


29.4549 


143.1441 


38.6051 


1995 


72.5508 


124.2003 


68.8714 


282.0660 


213.3999 


317 


72.5209 


19.3689 


11.9793 


37.1872 


21.0550 



wo 



03/065993 



PCT/US03/03482 



698 



TABLE 5H: Carcinogen Gentoxic 
Timepoint(is): Various 



Attorney Docket No. 44921 -51 1 3WO 



oLCjOJD NO: 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontax |SD Nontax 


25777 


72.4313 


2568.1025 


840.8705 


1733.0832 


547.8341 


4647 


72.3118 


173.6651 


83.7718 


214.1083 


63.8184 


6128 


72.2820 


28.6517 


10.8568 


41.4035 


15.5873 


537 


72.2820 


578.2862 


177.7466 


927.1787 


355.2321 


5667 


72.2521 


2202.9148 


313.9591 


1842.6349 


349.7418 


21950 


72.2222 


210.2395 


61 .4833 


258.8539 


70.7675 


25540 


72.1924 


85.4082 


18.6506 


65.4353 


27.1327 


15387 


72.1625 


1238.3254 


205.3824 


1085.5852 


286.3376 


3131 


72.1027 


61.6861 


17.0982 


102.7094 


52.8770 


16953 


72.0729 


1786.6267 


208.7103 


1518.2197 


331.2064 


1347 


71.9534 


2914.3907 


358.4854 


2513.0395 


531.1009 


9090 


71.9534 


71 .7453 


42.5372 


31.4616 


54.8234 


8137 


71.8937 


207.2667 


83.6075 


152.8135 


58.7335 


17729 


71.8638 


2510.5232 


415.6794 


2183.1620 


428.4607 


19727 


71.7742 


3004.0926 


512.1218 


2630.9137 


587.5475 


17100 


71.7443 


2604.3299 


546.6047 


2104.2476 


452.0819 


19244 


71.7443 


3689.5559 


647.5039 


3011.2287 


757.8297 


1611 


71.7443 


87.6601 


13.9565 


69.8552 


33.7531 


3027 


71.7145 


2784.9022 


517.9926 


2336.2082 


596.9884 


9745 


71.7145 


72.4216 


14.5577 


59.7082 


19.1666 


17808 


71.7145 


1779.8404 


266.5749 


1508.1624 


345.8634 


22282 


71.6846 


189.2981 


49.6545 


144.0702 


45.3583 


14959 


71.6547 


1950.3103 


243.7238 


1625.4320 


410.8811 


10109 


71.5651 


3600.9485 


608.1086 


3020.9218 


696.0940 


16930 


71.5352 


285.6808 


173.5339 


618.6573 


335.9065 


20807 


71.5054 


2380.6327 


406.5916 


1997.2291 


472.1739 


10267 


71 .4755 


6198.5065 


1513.2710 


4837.7717 


1384.2252 


20462 


71.4456 


2074.7572 


351.5390 


1694.9889 


408.2619 


709 


71.4158 


15.7658 


4.1818 


21.2559 


11.8469 


4592 


L_ 71.4158 


521.0269 


92.2932 


417.6593 


130.2386 


17963 


71.3560 


37.5585 


10.8328 


51.4726 


22.5152 


15136 


71.1470 


2350.9841 


523.1582 


1864,5272 


607.3231 


15468 


71.1470 


2277.0235 


366.3536 


1913.7428 


434.0124 


25576 


71.1171 


38.0117 


17.4168 


30.2739 


20.3120 


765 


70.9976 


11.7574 


8.1788 


22.2856 


14.8998 


7914 


70.9677 


45.2761 


21.0352 


75.6069 


35.3139 


11994 


70.9379 


101.4992 


22.2917 


82.2689 


21.4963 


18541 


70.9379 


2808.4522 


360.2590 


2495.8491 


560.3452 


619 


70.8781 


48.3771 


33.1710 


99.1181 


66.2423 


14924 


70.8781 


123.4532 


24.5390 


100.2456 


40.6245 


20082 


70.8483 


679.6899 


257.7474 


450.5680 


161.7391 


3015 


70.8483 


4501.4371 


1119.9668 


3379.2707 


1048.8013 


25761 


70.8483 


27.6317 


12.7503 


15.9796 


13.5651 


1530 


70.8483 


23.9997 


8.3781 


16.9459 


16.0533 


25088 


70.8483 


31.1699 


9.9798 


29.7340 


26.6803 


17764 


70.8184 


3252.5971 


850.8214 


2512.8403 


634.2208 


1153 


70.8184 


120.0533 


47.7266 


. 185.1854 


103.2523 


1529 


70.8184 


76.6221 


40.2183 


114.6682 


46.8373 


13718 


78.6440 


26.5046 


18.9754 


45.8103 


21.6080 


2845 


77.8076 


1386.7830 


117.3309 


1228.6847 


199.8863 


5258 


77.2103 


131.6422 


46.9568 


192.2809 


56.1012 


19544 


77.1505 


1800.3195 


359.4844 


1434.1918 


373.0310 
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TABLE 5H: Carcinogen Gentoxic 
Timepoint(s): Various 


?\ Attorney Docket No. 44921 ^51 1 3WQ 
Document No. 1926271:2 


GLGC ID NO. 


LDA Score 


MeanTox 


SD Tox 


Mean Nontox 


SD Nontox 


6479 


76.9713 


225.1826 


88.9313 


425.7913 


209.4747 


17513 


76.8519 


46.4941 


20.4082 


79.1162 


33.8067 


19092 


76.6726 


7218.1836 


1623.4245 


5075.2803 


1385.8701 


4900 


76.6726 


311.1479 


58.2227 


41 1 .2640 


102.7585 


24411 


76.6129 


568.3201 


97.8176 


440.6609 


123.8636 


4849 


76.5830 


1711.5001 


238.8230 


1409.4051 


315.9705 


3730 


76.4934 


339.2046 


107.5556 


605.1650 


311.5296 


12825 


76.2545 


338.6201 


40.2940 


297.6594 


100.5426 


18205 


76.0454 


938.3951 


144.5144 


759.4102 


211.2884 


13598 


75.9259 


469.1300 


132.2803 


308.8207 


98.2254 


3417 


75.8662 


1457.0043 


228.6052 


1141.7598 


327.8584 


14181 


75.8065 


28.7701 


21.8647 


48.8043 


22.4436 


I 21982 


75.6870 


33.1250 


36.7892 


81.3948 


51.4937 


8988 


75.6571 


98.9101 


50.3124 


61.7987 


41.2460 


23097 


75.5974 


598.8099 


126.5915 


475.3528 


106.0657 


23521 


75.5974 


71 .5079 


47.8226 


279.0167 


251.5306 


7055 


75.5078 


520.4733 


93.2605 


406.2953 


97.5641 


14984 


75.4182 


21.6388 


46.6039 


. -25.6164 


50.8683 


5013 


75.3584 


343.1448 


128.1612 


172.7631 


134.4316 


22765 


75.0000 


32.3662 


37.1378 


97.1570 


77.8761 


4585 


74.8507 


1573.0931 


152.4961 


1345.7750 


326.2358 


8518 


74.8208 


38.2193 


13.7657 


23.7024 


19.1698 


8477 


74.7312 


656.7041 


145.3255 


515.5827 


143.5322 


4233 


74.7312 


L 439.4909 


171.0227 


391.5380 


460.1507 


6841 


74.7013 


185.7423 


59.4116 


278.1277 


110.6067 


17089 


74.6714 


7685.5452 


2569.7938 


5135.4585 


1629.4001 


23712 


74.4325 


191.3732 


30.3205 


247.4805 


65.0312 


6335 


74.3728 


136.5666 


27.6236 


101.1669 


33.7386 


19082 


74.3429 


171.3669 


22.6879 


197.1318 


40.4757 


23224 


74.3130 


399.4551 


79.0127 


319.2884 


107.3610 


5833 


74.2533 


38.1724 


21.8087 


71.4256 


34.5511 


20052 


74.2234 


103.4803 


12.7614 


120.5743 


41.9604 


21740 


74.2234 


308.8395 


199.0278 


439.7696 


163.7107 


14241 


74.1637 


106.1579 


18.7964 


132.1357 


61.4963 


I 8672 


74.1338 


96.5479 


29.5129 


137.7824 


46.5654 


16752 


74.1039 


18.0234 


22.2005 


75.5484 


85.2097 


7134 


74.0143 


33.7884 


13.5400 


50.7510 


19.6305 


8856 


73.9546 


102.5003 


26.4112 


70.1919 


24.2732 


19555 


73.9247 


171.3837 


63.4120 


387.3110 


247.6251 


9475 


73.7157 


96.7250 


74.6554 


176.1554 


86.3752 


21879 


73.6858 


160.5342 


29.0914 


128.3339 


38.3965 


23824 


73.6858 


323.7851 


31 .7262 


283.4817 


90.0957 


21023 


73.6858 


84.6597 


35,4292 


112.2190 


38.5431 


14313 


73.6559 


-2.3209 


37.0198 


30.4834 


43.9658 


24721 


73.5962 


26.0903 


8.3129 


39.6233 


16.6559 


9277 


73.5364 


151.3106 


18.4538 


• 134.8811 


42.4967 


9150 


73.5364 


1309.8984 


152.4534 


1125.9564 


262.8034 


6291 


73.4170 


173.6273 


74.2361 


259.9613 


96.0243 


6965 


73.4170 


51.3818 


12.6941 


68.6449 


25.8273 


14223 


73.3871 


1119.3547 


111.9032 


1124.2595 


233.3335 


7258 


73.3871 


211.9798 


27.0084 


237.1541 


78.4932 


16656 


73.2676 


840.1154 


178.6984 


709.0587 


151.4252 
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TABLE 5H: Carcinogen Gentoxic 
Timepoint(s): Various 


Attorney Docket No. 44921 -51 13 WO 
Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox : 


SD Tox : * ; .' 


Mean Nontox 


SD Nontox 


10665 


73.2676 


228.5429 


62.7885 


155.9417 


65.9592 


4944 


73.2676 


889.2758 


140.7190 


751.6468 


288.6840 


22587 


73.2378 


104.6780 


18.5016 


^ 135.6731 


33.9942 


10319 


73.1183 


56.5545 


33.2719 


97.6325 


35.0433 


| 22014 


73.0884 


38.5019 


17.2074 


59.5901 


32.3597 


23829 


73.0884 


55.7927 


13.6425 


72.5715 


38.5074 


3519 


73.0884 


293.0677 


106.9134 


493.0188 


269.0770 


11630 


73.0585 


321.4721 


47.5804 


281.0560 


62.5046 



BNSDOCID: <WO 03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



701 



TABLE 51: Carcinogen NonGenotoxic 
Timepoint(s): Various 



Attorney Docket No. 44921 -511 3WO 
Document No. 1926271:2 



GLGC ID NO 




Mean 1 ox. 


oU I OX 


Mean Nohtox 


SD Nontox 






15bO;2891 


OOP" O A A. ~T 

235.3417 


2629.7619 


1314.8392 


7Q14 
f £/ 1 *r 


7^ fi70«l 
f D.OV2 J 


vIC O C07 

45.3587 


15.0070 


76.1196 


35.4010 


lull 


7*^ HQ-IC 
/ D.OOJO 


99.5156 


20.8133 


69.0913 


33.4436 


107/14 


~7A CZ 


ACS 7ft70 

16.7976 


10.2152 


53.8582 


48.6612 




7/1 ylO-IO 

f 4.4yi2 


| 557.3039 


122.2340 


389.9234 


194.0749 


14Q7H 

I ft?/ U 


7 A QHQQ 


O A A A t>Q 

! 34.4168 


12.1177 


60.0015 


25.5899 


Z IU I4 


#4.3U13 


inn oooo 

483.3280 


183.4214 


840.5592 


439.7860 




7/1 A7QC 
/4.0/00 


OOT n^nn 

297.9388 


111.4610 


189.6752 


109.1328 


OO7AQ 


# O./40l 


OO vtOAO 

39.4808 


10.8866 


62.5106 


28.0650 


i oouy 


/ 3.6217 


91.9632 


31.3442 


62.4932 


25.3156 




73.5704 


1033.9584 


166.1523 


858.0964 


180.7030 


Z00U 


73.1375 


138.9585 


25.3332 


177.3637 


42.3178 


1 Do 1 0 


/2.9/24 


424.7222 


113.5965 


296.7680 


169.7572 




70 A/CO 

/ 2.9458 


00*T t 1 a r» 

327.7718 


64.5295 


249.2933 


78.5694 


IDf oU 


70 ton 

72.6857 


310.8457 


74.9618 


222.8116 


103.7592 


1 1 / Do 


70 yieoo 
f 2.4522 


514.2567 


1 34.4946 


690.3041 


306.3471 


A 0000 
1 0090 


72.4237 


619.0002 


250.2477 


387.6439 


194.6268 




72.3041 


268.4192 


33.8056 


230.1320 


51.3695 


42/ 


TO OOOO 

72.2262 


974.6124 


268.0116 


1738.9419 


929.3503 


o*i A4 o 
21 U12 


TO 0070 

72.0876 


675.4791 


281 .2246 


1239.1398 


631.1980 


4b 


71 .9927 


16.0595 


5.8110 


47.5494 


66.6594 


*f O «f A O 

121 To 


71 .9927 


^> ftP/\*> 

87.2585 


17.8647 


122.5675 


72.571 1 


•1 C\~7 A O 

1 U/4o 


71 .9661 


31 .8768 


12.1268 


71.7377 


54.7546 


1 5281 


71 .7820 


717.1088 


178.3643 


539.7166 


172.7950 




"7*1 ~7~7 A A 

71 .7744 


295.6093 


70.5494 


217.1474 


127.1500 


•1 70 A 0 
1 f OlO 


7<< >i 4 CO 

71 .4156 


87.1439 


64.1839 


33.4513 


23.6689 


1 00 


71 .2200 


1 5.6452 


6.3474 


24.2274 


18.9870 


1 yoyo 


71 .2105 


18.8612 


5.0150 


22.1785 


10.5418 


on7QC 


74 oooo 

(\ .0966 


1313.5520 


294.6071 


1004.4481 


345.4266 


H Q7«f K 

icjno 


71 .0871 


421 .2594 


106.1449 


328.4941 


92.4641 


1 1 o02 


74 a~too 

71 .0700 


106.5358 


62.4719 


148.6009 


54.2793 


2341 / 


~7f> f\Q At> 

70.9846 


577.6227 


93.3104 


484.6179 


126.9563 


1 OOO 


7A nooo 

/ 0.9333 


40.2338 


7.1334 


48.5536 


. 17.6758 




7A oon~7 

70.8897 


OO O *4 O - » 

98.0127 


15.0784 


86.4707 


23.0552 


4oy 1 


7A oom 

70.8897 


M A A r~ *%oo/^ 

1115.9206 


J A dT\gf\. At At 

104.0044 


1147.6314 


211.0428 


OftOQ 

2t>2y 


7A OO A a 

f 0.8346 


346.2609 


172.0784 


194.4599 


114.9334 


1 oUO 
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49.5642 
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10.9135 
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95.7746 


416.8233 


5.0126 


352.9917 


77.2087 
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95.7160 


1566.7867 


232.4363 


935.3804 


229.7645 


4412 


95.5986 


330.1367 


3.6182 


302.4723 


74.5075 


20914 


95.4225 
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5.1012 


195.6573 


186.6204 


5351 


95.3638 
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292.8524 


16854 


95.3638 
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4.6190 


219.7943 


48.3998 
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95.3638 


1725.1300 


98.1951 


1425.9514 
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21585 


95.3052 


405.3600 


50.0407 


229.6060 


73.5575 


4011 


95.2465 


58.0433 


8.8137 


347.4221 


238.8098 
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95.2465 
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26.0368 
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135.9909 


58.5758 


18060 
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38.5995 
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587.9907 


482.7306 


6980 
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14346 


94.7770 


389.9067 


31.0330 


727.5258 


320.5451 


14184 


94.7183 


357.1433 


42.8011 


150.7908 


89.1831 


1173 


94.6596 


17.6767 


5.0776 


203.0221 


188.0714 


23344 


94.6596 


574.9167 


33.5420 


383.9570 


112.1732 


16300 


94.6009 


90.9067 


1.7015 


107.2408 


37.6187 


17676 


94.5423 


189.7967 


19.5421 


907.9402 


765.3018 


18730 


94.5423 


511.2033 


41.4935 


1239.3735 


594.9388 


14185 


94.3662 


706.9467 


141.3543 


274.3518 


176.8237 


19161 


94.3662 


3732.8467 


179.6023 


2565.6287 


667.4871 


18005 


94.3662 


92.6333 


3.1436 


112.1576 


49.0545 


18895 


94.2488 


217.0533 


3.3701 


204.9477 


48.5364 


5257 


94.2488 


34.2300 


1.0159 


35.5388 


14.7131 


11849 


94.1901 


1927.0867 


44.2798 


1592.1114 


343.2244 


17393 


94.1315 


565.2733 


10.4548 


482.2538 


120.7980 


25087 


94.0728 


5.5400 


0.4854 


44.1112 


66.2711 


4541 


94.0728 


363.5300 


10.4079 


273.9518 


89.0017 


25705 


93.9554 


2715.6400 


317.6756 


1877.2627 


387.1775 


25550 


93.8967 


86.0667 


4.2001 


125.7042 


46.6156 


17896 


93.7793 


105.2767 


10.5987 


65.8496 


20.2247 


10340 


93.7793 


85.8467 


3.0201 


65.4407 


26.8182 


20879 


93.6620 


3.6833 


3.0104 


56.7792 


48.8189 


20299 


93.5446 


32.0867 


5.9955 


110.2824 


66.9010 


23274 


93.5446 


1287.8800 


141.6039 


•947.8714 


180.9517 


8266 


93.5446 


1097.3767 


89.2920 


2084.5792 


955.6196 


19392 


93.4859 


2407.7400 


75.7722 


1964.0608 


337.3118 


19053 


93.3685 


68.5367 


12.1177 


32.3303 


61.8496 


20746 


93.3685 


836.2733 


68.3471 


564.4849 


308.6037 


22321 


93.2512 


1700.6000 


358.1856 


830.8087 


433.6174 


15313 


93.2512 


369.4533 


17.4237 


301.3179 


169.9444 


15325 


93.2512 


43.3433 


5.9547 


| 102.0727 


46.1943 


3908 


93.1925 


679.3533 


61.1075 


480.0417 


98.1093 


1000 


93.1925 


21.9933 


1.1826 


18^3299 


13.1438 


20000 


93.1338 


86.3767 


4.1605 


61.0038 


28.7883 


23130 


93.0751 


335.9833 


10.2306 


402.4429 


142.4560 


19212 


93.0164 


10.5633 


1.3499 


. 30.4209 


20.4002 


15174 


93.0164 


53.0800 


3.0867 


52.0072 


47.9677 


2854 


92.9577 


1102.1500 


156.9971 


709.4020 


204.761 1 


1588 


92.9577 


198.2500 


20.1815 


451.1864 


265.0350 


31 


92.9577 


90.9667 


63.7948 


107.0184 


32.5531 


17426 


92.8991 


546.5067 


26.5020 


419.9411 


85.7936 


18618 


92.8991 


1715.2567 


89.7794 


2257.7515 


364.5200 


7459 


92.8991 


890.6500 


78.9262 


1497.1910 


429.2561 


12041 


92.7817 


373.4067 


15.7008 


288.0074 


72.9373 


22889 


92.7817 


40.9867 


1.4110 


30.1428 


16.7596 


22927 


92.7230 


91.9100 


25.4006 


49.9802 


20.5196 


11980 


92.7230 


15.2167 


0.8240 


23.8832 


13.8382 


225 


92.7230 


44.3033 


47.0457 


54.0625 


28.6723 


3844 


92.6643 


100.3833 


86.1885 


75.6906 


39.3774 


24745 


99.5305 


1347.4433 


2.6505 


1473.5288 


269.9788 


11322 


99.5305 


613.6367 


0.8075 


534.4156 


127.2307 


7365 


99.0610 


143.4167 


0.1877 


159.3237 


46.2780 


I 23449 


98.9437 


889.2867 


5.9680 


660.4035 


488.2434 



BNSDOCID: <WO 03065993A2_I_> 



WO 03/065993 



PCT/US03/03482 



707 

TABLE 5J: CCL4 1 ; Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


24 hrs 






Document No. 1926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tbx 


SDTox 


Mean Nontax 


SD Nontax 


19379 


98.7676 


1377.2167 


62.0723 


805.5494 


182.5837 


18833 


98.7089 


59.6000 


2.4358 


143.2568 


51.1938 


23451 


98.7089 


424.1633 


1.6376 


438.7323 


112.0533 


19765 


98.5915 


441.5933 


2.6732 


407.6325 


155.3143 


12114 


98.5915 


192.1500 


3.5246 


313.3429 


87.9000 


11227 


98.4742 


522.7733 


33.7540 


307.7420 


76.4337 


2093 


98.4155 


422.0267 


7.8550 


51 1 .7709 


414.1157 


17790 


98.2981 


1204.9133 


8.0732 


879.1097 


269.8916 


11486 


98.2394 


27.0900 


0.3306 


19.9288 


15.3515 


15946 


98.2394 


201.1067 


7.8272 


121.7659 


39.4038 


3729 


98.2394 


86.7233 


1.8955 


127.5742 


28.4437 


22857 


98.1221 


207.5333 


2.9159 


135.8711 


84.8037 


6165 


98.0634 


173.4567 


3.8588 


321.5716 


132.9262 


10315 


98.0047 


309.5500 


7.2554 


189.9283 


61.4921 


14098 


97.9460 


76.1800 


1.1871 


140.7065 


62.8484 


19249 


97.9460 


714.1500 


10.4534 


486.0734 


243.1020 


17168 


97.6526 


683.0933 


10,2322 


485.5208 


146.7510 


16625 


97.6526 


305.0100 


2.4534 


288.0411 


73.0714 


5215 


97.6526 


24.4467 


2.7857 


61.3010 


23.1241 


2625 


97.5939 


97.5900 


0.6031 


88.4887 


19.6875 


4724 


97.5939 


763.7433 


11.2496 


566.4501 


215.1385 


13052 


97.5352 


300.6300 


2.3010 


360.1793 


86.7998 


13990 


97.5352 


479.9300 


3.8651 


407.4319 


81 .3524 


18367 


97.5352 


373.4800 


4.6881 


296.1079 


55.0063 


17024 


97.4765 


58.3167 


1.7974 


32.6953 


22.3561 


19535 


97.4765 


688.5867 


• 86.7748 


202.0047 


182.1642 


10100 


97.4765 


67.8533 


1.6160 


40.1785 


22.7303 


20645 


97.4178 


36.8133 


0.3753 


33.3767 


14.7035 


12122 


97.4178 


21.9667 


1.2256 


7.1344 


24.3419 


13035 


97.3005 


44.0200 


0.5935 


30.4112 


14.4919 


11615 


97.3005 


895.6167 


5.2616 


806.1136 


184.4951 


26151 


97.2418 


367.5367 


44.5682 


170,5539 


71.9917 


11301 


97.1244 


40.7233 


1.6065 


53.9911 


48.2487 


10780 


97.1244 


16.7733 


0.3044 


20.8276 


14.8042 


I 22257 


97.0070 


29.1967 


6.3342 


84.8407 


27.5134 


16736 


96.9484 


89.2467 


1.4561 


70.7825 


31.5498 


18697 


96.9484 


178.3400 


1.5380 


200.5583 


78.4862 


| 22680 


96.9484 


136.4433 


2.3739 


102.9215 


47.0356 


! 3291 


96.8897 


21.7600 


0.6696 


11.1940 


20.2863 


4607 


96.8897 


10.3067 


3.2426 


49.3947 


22.3200 


2993 


96.7723 


1297.6567 


21.8138 


970.4896 


219.1361 


! 3309 


96.7136 


317.4267 


3.5915 


294.4337 


89.3443 


13977 


96.5962 


320.0733 


6.1183 


477.8334 


154.8851 


14284 


96.5376 


136.5033 


1.5502 


133.2043 


43.8789 


16345 


96.5376 


1600.2500 


97.8873 


1002.7436 


276.8050 


4203 


96.5376 


63.2133 


7.1125 


206.5786 


109.4530 


14286 


I 96.4789 


52.5600 


0.8903 


48.4113 


24.3332 


4145 


96.4789 


2583.7633 


23.8899 


2175.5863 


578.9178 


14608 


96.4789 


244.5067 


3.5509 


181.6088 


76.4391 


6723 


96.4202 


260.9567 


11.9510 


154.9894 


58.5559 


5833 


96.4202 


91.6800 


2.5018 


70.6517 


34.6925 


23800 


96.4202 


25.0067 


5.5003 


87.2830 


40.7663 
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TABLE 5J: CCL4 Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


24 hrs 






Document No. 1 926271 .2 


GLGC ID NO. 


L.DA Score , 


Mean Tox 


SD Tox 


Mean Nontax ^ 


SD Nontax;; . 


8275 


96.3615 


67.0367 


0.9793 


77.4654 


40.9891 


5495 


96.3615 


27.4500 


2.6577 


77.4369 


40.8209 


19563 


96.3615 


78.4300 


2.0436 


52.5950 


28.7734 


10459 


96.3028 


87.3533 


1.5653 


72.2571 


36.9208 


21296 


96.3028 


105.9167 


2.0321 


91.8855 


40.1033 


3256 


96.2441 


1800.1467 


29.0896 


1838.0711 


622.7833 


5878 


96.2441 


1113.9500 


23.3055 


852.8406 


186.1921 


13606 


96.1854 


84.0200 


1.5879 


100.4287 


37.0208 


13310 


96.1854 


42.8067 


2.2144 


35.2296 


51.9579 


5887 


96.1854 


22.1800 


2.3807 


5.1228 


57.3070 


16003 


96.1854 


84.8300 


2.7477 


51.1626 


35.6561 


6673 


96.1854 


564.6033 


8.6446 


641 .0482 


283.6174 


8025 


96.1854 


1245.0700 


96.8954 


704.2772 


245.4521 


7831 


96.1854 


595.5300 


90.6852 


376.0061 


73.8722 


17890 


96.1268 


33.8733 


0.5442 


43.7176 


27.5395 


6329 


96.1268 


2124.9167 


48.2204 


2294.6689 


1068.6253 


3660 


96.1268 


133.2633 


3.6048 


117.1526 


79.8816 


16311 


96.0681 


447.2167 


12.3221 


|_ 711.4749 


323.8264 


15907 


96.0681 


90.4233 


4.9883 


159.1253 


50.7112 
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TABLE 5K: CHLORPROMAZINE 
Timepoint(s): 3,6,24hrs 



Attorney Docket No. 44921-51 13WO 



GLGC ID NO. LDA Score 


Mean Tox 


SDTox 


Mean Nontax * 


SD Nontax 


25845 


96.8235 


61.7126 


2.3799 


43.5652 


24.6823 


25278 


95.4118 


56.5892 


1.8342 


41.0622 


16.9702 


20745 


95.1176 


784.9972 


133.6882 


411.6433 


221.7418 


1969 


94.1176 


80.0502 


9.8163 


52.1590 


48.5537 


15763 


93.9412 


24.3202 


1.7616 


13.2666 


9.9374 


19726 


93.2941 


137.6672 


8.4542 


102.2940i 41.6228 


24484 


92.8824 


104.3350 


7.3347 


73.9573 


30.5980 


15296 


92.8235 


784.4408 


21.2975 


676.4598 


194.9081 


25607 


92.5882 


186.9160 


36.4290 


63.0252 


95.7433 


25593 


92.2941 


118.3620 


8.6812 


83.4292 


43.7964 


24504 


92.2353 


84.1726 


5.7298 


62.5784 


29 9288 


15700 


92.0588 


74.3284 


4.9498 


54.6930 


34 0139 


16273 


92.0000 


93.5906 


12.2044 


57.8917 


33 5057 


16807 


91 .8824 


177.3762 


87.5765 


874.0151 


712 9315 


503 


91.7059 


76.5594 


3.9177 


63^5658 


19.2373 


17758 


91.5882 


4.2128 


0.8602 


56.4252 


229 5024 


25568 


91.5882 


335.2620 


15.2228 


252.5841 


1 13.4440 


11892 


91 .5294 


76.1600 


7.2351 


53.5710 


26.2828 


15580 


91 .2941 


198.6780 


108.7933 


954.7729 


601 3826 


7637 


91.2941 


44.7778 


2.0991 


46.6076 


17.1554 


1336 


91.2941 


99.2778 


4.1282 


107.5818 


31 4895 


25513 


! 91.1176 


906.2274 


53.9009 


761.9096 


325 8052 


10625 


91.0588 


4.9316 


5.5482 


89.3554 


102 4556 


11989 


I 91.0588 


59.2232 


9.1364 


39.8846 


23.4319 


15127 


91.0588 


1724.2328 


140.5552 


1252.1302 


500.1843 


21396 


90.9412 


63.6908 


3.9710 


80.9826 


49.2184 


15510 


90.8824 


45.2702 


7.6542 


76.5925 


25.4894 


3865 


90.8824 


79.0148 


2.6037 


83.4557 


28.3275 


19795 


90.8235 


58.7540 


4.8722 


32.9449 


27.9157 


25254 


90.7647 


22.6156 


5.3795 


9.8087 


13.1586 


26047 


90.7059 


51.1446 


7.2236 


168.7138 


200.7995 


3910 


90.7059 


112.5130 


24.7973 


67.9576 


28.0138 


15348 


90.6471 


372.4036 


20.9626 


289.3569 


59.5261 


I 23491 


90.4118 


319.0662 


40.4604 


224.9020 


88.2105 


22865 


90.4118 


38.0764 


3.9384 


64.6772 


23.4925 


15579 


90.3529 


74.0460 


56.2382 


599.4210 


505.1424 


5497 


90.2941 


81.4788 


15.5784 


212.6287 


135.2936 


20493 


90.2353 


57.8022 


. 10.8691 


109.2519 


46.8144 


17346 


90.1176 


86.5488 


8.0661 


67.1442 


30.7022 


4346 


90.1176 


36.7792 


2.1673 


31.1202 


12.9036 


18368 


90.0588 


131.2218 


9.0651 


183.5459 


50.6317 


1538 


90.0000 


45.9038 


15.1540 


24.9244 


32.0193 


! 18564 


90.0000 


122.5354 


8.7343 


116.7661 


47.0351 


I 19671 


90.0000 


28.9852 


2.4000 


24.0637 


14.1088 


10320 


89.9412 


64.3176 


9.7111 


40.7421 


26.0095 


15342 


89.9412 


34.8068 


3.0111 


26.3494 


15.1316 


24766 


89.9412 


48.4916 


6.4090 


31.0942 


18.1691 


16624 


89.8235 


40.8434 


2.9800 


29.6602 


18.0015 


5618 


89.7647 


55.2498 


7.1880 


44.8410 


44.3755 


! 4748 


, 89.7647 


114.7102 


40.6066 


451.7638 


360.7772 


200 


89.7647 


64.6400 


3.9044 


52.4733 


22.8435 


16564 


89.7059 


100.7614 


21.6395 


169.9522 


58.0278 
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TABLE 5K: CHLORPROMA2lNE Attorney Docket No. 44921 -5113WO 



Timepoint(s): 


3, 6, 24 hfs 






Document No. 1 926271 .2 


GLGC ID; NO. 


LDA Score.'- 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


16333 


89.7059 


35.1562 


4.7522 


25.9317 


16.1000 


15898 


89.7059 


20.6748 


1 .9673 


15.7526 


8.6520 


405 


89.7059 


81.5054 


18.9776 


216.9587 


115.4319 


3240 


89.7059 


31.1786 


3.6832 


21.1787 


12.8463 


17078 


89.7059 


559.2618 


16.9501 


581.3948 


139.0914 


13450 


89.6471 


77.1658 


8.5366 


59.8118 


26.1621 


20313 


89.4706 


40.0272 


3.7725 


27.4294 


14.3554 


4749 


89.4118 


259.7420 


59.0791 


706.7230 


504.9030 


18023 


89.4118 


72.0302 


7.6242 


54.2988 


25.4004 


20583 


89.3529 


80.8728 


13.8489 


47.0803 


29.0662 


16635 


89.2941 


46.3628 


19.6429 


214.7971 


1 38 9843 


4714 


89.2941 


60.3908 


6.7579 


105.5119 


54.4325 


20930 


89.1176 


156.6378 


28.0897 


66.9267 


85.1822 


20876 


89.1176 


1359.7652 


93.7617 


1796.3519 


416 1591 


2384 


89.1176 


133.2338 


24.8647 


287.0999 


166 2281 


4257 


89.0588 


42.4916 


7.4292 


24.7181 


15.0473 


10819 


89.0588 


2379.7160 


104.9025 


2799.0268 


738 4398 


1570 


89.0000 


753.0378 


89.7160 


555.7858 


1 66 7507 


303 


89.0000 


45.1602 


6.4148 


31 .8760 


18 9900 


16850 


88.9412 


21.7054 


5.3358 


12.1232 


13.0392 


20029 


88.9412 


20.7132 


3.2468 


12.0555 


6.7426 


15384 


88.8824 


74.4910 


16.6397 


48.2706 


32.7962 


25769 


88.8824 


317.9452 


49.3446 


232.7935 


115 2437 


455 


88.8824 


460.4418 


99.5529 


237.3197 


146.3524 


24425 


88.8824 


48.6216 


5.3033 


32.0412 


21.5373 


5617 


88.7647 


131.6944 


68.5437 


77.3230 


101.5942 


15069 


88.7647 


1029.2880 


168.6680 


763.7784 


348.4664 


11889 


88.7647 


36.1030 


6.5536 


22.8260 


12.8903 


17350 


88.7059 


47.3812 


3.0498 


41 .8325 


22.6382 


5496 


88.6471 


86.5876 


11.5875 


164.7579 


97.6430 


17256 


88.6471 


5.2310 


7.3474 


56.0238 


48.6234 


32 


88.5882 


23.5556 


6.6391 


50r7615 


27.3877 


6626 


88.5882 


66.6232 


5.5513 


61 .2332 


31.2424 


24883 


88.5882 


4.1360 


6.8705 


33.6922 


24.0649 


17439 


88.5294 


169.0584 


20.3624 


125.8160 


51 .7868 


25460 


88.4706 


1215.0768 


252.6216 


867.3221 


452.6767 


18625 


88.4706 


125.7806 


14.0600 


96.2823 


41.0829 


24645 


88:4706 


75.3280 


10.1167 


115.7069 


43.8617 


4684 


88.41 18 


45.6832 


5.0990 


57.9724 


33.9022 


15886 


88.4118 


285.0912 


12.8015 


242.2170 


55.9808 


i 16463 


88.3529 


59.4254 


7.8903 


41.0472 


17.6215 


f 25196 


88.3529 


38.0170 


6.3063 


22.5474 


31.5080 


21072 


88.3529 


-0.7052 


7.9013 


25.4456 


29.3969 


25130 


88.2353 


131.7430 


43.6527 


74.2702 


47.9788 


10523 


88.2353 


35.7604 


4.2793 


27.7224 


13.2297 


17258 


88.2353 


102.7654 


4.5607 


94.0890 


30.4290 


1024 


88.1176 


31.7864 


4.7018 


22.2329 


10.0318 


15755 


88.1176 


65.4488 


8.4331 


104.9755 


45.3863 


19296 


97.2941 


189.9730 


1.0031 


186.7824 


49.0322 


14426 


96.7647 


31.3270 


3.2420 


77.5749 


43.9195 


23533 


96.2353 


172.0558 


3.2475 


126.7680 


44.0547 


12354 


95.7059 


327.5316 


68.5630 


153.0292 


76.0381 
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TABLE 5K: CHLORP PROMAZINE 


Attorney Docket No. 44921 -51 13WO 


Timepoint(s): 


3, 6, 24 hrs 






. Document No. 1926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTpx 


Mean Nontox 


SD Nontox ! 


15004 


94.6471 


496.5340 


107.1557 


262.0746 


92.1475 


12335 


94.6471 


207.9458 


9.4933 


134.3424 


86.2787 


19200 


94.2941 


380.0348 


37.9959 


228.2142 


84.7042 


9039 


94.2353 


77.5794 


3.8130 


46.0538 


23.1881 


22357 


94.1176 


1253.9860 


17.9207 


1319.7477 


374.9694 


9747 


94.0000 


104.4682 


7.8856 


39.2608 


50.5684 


8072 


93.9412 


16.7592 


1.6705 


27.9103 


24.0093 


3867 


93.8235 


47.2514 


1.1865 


38.3943 


16.2266 


12173 


93.8235 


32.0728 


2.0233 


17.4961 


22.1939 


3269 


93.8235 


47.4144 


2.1273 


33.6477 


17.8781 


20580 


93.5294 


139.7300 


50.1044 


70.3728 


31.0538 


20577 


93.4706 


197.7778 


30.4737 


70.1446 


83.0611 


6843 


93.4118 


454.4368 


19.6934 


341.1251 


123.9641 


10512 


93.0588 


95.8134 


20.0957 


49.6846 


54.4947 


633 


92.9412 


176.2368 


19.1319 


289.8834 


95.5636 


12140 


92.9412 


61.0412 


8.3508 


122.9711 


57.6614 


4740 


92.8235 


195.3764 


u 27.0739 


105.4906 


46.8162 


5910 


92.7647 


137.5406 


4.7144 


151.4205 


56.2963 


2619 


92.7059 


119.8652 


6.1805 


183.2241 


56.6529 


13558 


92.5882 


43.5528 


10.2178 


14.1823 


21.8613 


17555 


92.5882 


151.3618 


5.3888 


118.6249 


38.1952 


22185 


92.4706 


74.6302 


25.9685 


16.0859 


32.6138 


2688 


92.4118 


168.7418 


3.9512 


167.8800 


47.7374 


21869 


92.4118 


73.9806 


5.0400 


45.2440 


27.6883 


6836 


92.4118 


49.9832 


4.4363 


25.3347 


22.5025 


4994 


92.2941 


20.5412 


11.6401 


99.4351 


54.4171 


15084 


92.1176 


79.2754 


10.3476 


50.5767 


45.2601 


15582 


92.0000 


208.4404 


107.7237 


1666.7608 


1549.0887 


21587 


92.0000 


255.9174 


27.6546 


145.6375 


72.8952 


4936 


92.0000 


451.1840 


22.2058 


700.4327 


245.0445 


2921 


91.9412 


6.8556 


20.8178 


105.5568 


72.3998 


11419 


91.8824 


41.6156 


5.2514 


74J9265 


33.9950 


7497 


91.7059 


504.7084 


86.7264 


I 886.0931 


228.0081 


18411 


91.7059 


123.0802 


7.1474 


|_ 121.5159 


67.4125 


4959 


91.7059 


54.8622 


6.1037 


31.8762 


17.7569 


15329 


91.6471 


21.6830 


3.0708 


5.4081 


30.9445 


24156 


91.5294 


53.5152 


6.2308 


24.0392 


22.3617 


11952 


91.4706 


49.7710 


8.1807 


7.5132 


73.2079 


12196 


91.3529 


492.2936 


23.8208 


619.5163 


103.8602 


20992 


91.2941 


190.7370 


14.3386 


143.2408 


47.4415 


1937 


91.2353 


1290.9086 


245.2469 


790.3732 


330.3806 


9828 


91.1765 


i 79.3456 


7.1913 


53.1167 


57.5459 


13690 


91.0588 


53.3618 


8.2049 


24.0088 


40.5915 


12706 


91.0588 


109.5786 


7.1657 


77.8529 


32.5610 


4279 


91.0000 


75.2412 


5.9424 


52.9655 


29.0747 


14000 


91.0000 


71.4472 


7.5144 


33.6695 


33.3071 


3683 


91.0000 


34.0736 


5.0770 


2.8114 


33.7632 


9543 


90.9412 


174.9230 


14.3543 


121.6465 


54.5476 


13064 


90.8235 


36.8520 


4.9241 


19.0385 


19.7297 


5709 


90.8235 


39.1282 


4.3808 


23.2561 


23.2334 


3801 


90.7647 


97.0108 


13.8435 


71 .7459 


i 66.7963 


13046 


90.7059 


71.9916 


8.6273 


44.3298 


26.7371 
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TABLE 5K: CHLQRPROMAZINE Attorney Docket No. 44921 -511 3WO 
Timepoiht(s): 3, 6, 24 hrs . { Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


14837 


90.6471 


226.3512 


56.8086 


113.0195 


124.5462 


17054 


90.6471 


1108.3922 


50.0373 


1433.9992 


331.2486 


2046 


90.5882 


203.3286 


24.6980 


142.2909 


54.2032 


4595 


90.5882 


163.8730 


18.8209 


108.9718 


87.7655 


I 24007 


90.5882 


267.5926 


13.7270 


221.3553 


66.0724 


2220 


90.4706 


153.2868 


73.3527 


141.4536 


43.6054 


11374 


90.4706 


88.0218 


8.0991 


57.8246 


20.5614 


4703 


90.4706 


231.0480 


37.8352 


588.9483 


315.8416 


14880 


90.4118 


167.0852 


14.4825 


101.7130 


59.0292 
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GLGC ID NO 


LDA Score 


Mean Tox 


SD Tox 


ft n Mrf^^l-^vj* 


bu Nontox 


4574 


79 4006 


165 6R41 


f O.UOZl 


331.3880 


126.9282 


| 9109 


78 4889 


97 3195 


. ou.oozz 


1 50.7592 


43.5812 


20746 


78.0482 


961 72ft^ 


*t 0 1 .yoyo 


ceo o~ 7 

OOO.0097 


293.3602 


15203 


77.4241 


322 04R6 


57 1 /i 
0/ .0014 


OCO A*yf\A 

253.1301 


57.5049 


25777 


77.0692 


258^ 5Q°.5 


RAO OQ«1 C 


1724.5393 


545.4002 


I 13283 


77.0414 


68 64Q°. 


QO. 7AQO 
OO - A Uoo 


147.3881 


71.4774 


24327 


77 0089 


1454 694Q 


^fZ^.UlOU 


1014.1260 


331 .3298 


14633 


76 5055 


967 64^7 


loy.y^oU 


496.6602 


203.3762 


16180 


76.4313 


50 QRCM 

uu.yoyt 


ilO.OOOl 


96.1543 


42.9019 


21653 


76 0903 


669 1A45 


1 lz.o/40 


513.1436 


142.8306 


12639 




0/A7 coco 
o*+u 1 .0000 


/ O0.9o90 


2714.8084 


600.4977 


1435 


75 RflQO 


197°. Q^Q7 


425.5582 


922.0724 


269.2273 


12848 


75 41 9Q 


99 A7fi^ 


1 1 .4949 


39.7327 


17.4894 


14495 


75 419Q 


OOx I OO 


31.3494 


144.6767 


75.9445 


16929 


75 071 Q 


^OOO. / ODD 


410.1245 


1967.3278 


393.1108 


1 9825 


75 f14d1 


oc onco 
^O.oUDO 


19.0747 


74.0879 


55.6843 


25071 


74 6446 




070 OO A f\ 

Z/O.OZ10 


408.8477 


256.4053 


21078 


74 ftf)9ft 


1 7<T CROC 


2. y. 9258 


138.0262 


75.8398 


3910 


74 7Q19 


I UZ.ZOZO 


40.0001 


67.1514 


27.0510 


4573 


74 647ft 


oyo. i / zh 


OAQ C*| Oyl 

2Uo.Ol24 


850.2013 


240.8445 


25702 


74 6n°.°. 


oono 7^07 
ZZUy. / ou 1 


42z.73o4 


1703.8710 


358.5456 


17913 


74 5^60 


9RQ 0700 

zoy.y/ uy 


OU.U715 


229.6569 


62.5636 


24649 


74.4549 


67 AQ77 
O/ .*fy f / 


on cnco 
2U.OUOO 


93.0963 


26.3805 


24645 


74 4(115 


OO.OUOZ 


on CA A 0 
29.01 18 


117.0064 


43.3451 


20405 


74.3342 


I 1 i7.*Tv700 


CO OQCO 

by. 0002 


221 .61 13 


96.3071 


5497 


74 °.97°. 


QC C4QC 


Ol .Of 00 


215.5096 


135.4780 


5496 


74 2670 


OH.'+OOO 


00 n A A C 


166.8046 


97.8464 


5622 


74 160? 


R17 6ft1°. 
O I / .OO I O 


QQO QCOQ 


1333.4749 


439.3256 


17764 


74 0071 


ooyy.oyoo 


ocn qoco 
ooU.o2o2 


2501.0974 


621.0387 


1 1852 


73 97Q^ 


yo.ooyo 


Of .or 24 


148.6376 


54.8563 


20939 


7^ Q6ft7 


oz*f .ozoy 


ono no7-i 
oUo.y971 


538.4651 


169.1885 


15239 


7^ R7Q6 


9H9Q AAC\C\ 

zuzy.*+*tou 


con C70 >i 
Ooy.o/ 24 


/ 1639i)083 


41 1 .6352 


1598 


7^ fi5R7 


**uz. i zyz 


OH Q QOO/I 

21o.o2o4 


278.1716 


273.0912 


6055 


73 8517 


1 ^.Q ^599 
i oy.oo^z. 


12T .4000 


319.9356 


162.0739 


575 


73 7°.ft1 


19ft ^noA 


i24.oyoo 


1 70.5755 


, 103.3838 


32 


73 6917 


i o.oyoo 


Ofi QCC7 
20.000/ 


51.6032 


26.7678 , 


15618 


73 6453 


490 5R7°. 


1 Oft C07ft 

1 00.00 / u 


261.6468 


121.4600 


6538 


73 6453 


14R ftft°.9 


OO.OOOU 


a a —7 a noo 

1 1 7.4932 


43.6633 


18107 


73.4110 


Qft9 5°.9Q 


f .*f ouo 


70C AOO A 

786.0224 


162.1233 


15391 


73 3831 


1Q0ft 9.9Q6 


^ *1 Q (\A ^ O 

0 1 y.u*M z 


1618.8990 


322.5136 


18611 


73.2231 


°.70ft 1T75 


yyo.ooyu 


O^OO A n A r\ 

2780.4319 


782.4267 


15876 


73.1488 


°.469 6041 


OZU.lZ*fT 


2824.3522 


559.2189 


! 13646 


73.1094 


2004.4324 


415.1948 


1607.6490 


274.5982 


17075 


73.1024 


920.5510 


201.8759 


741.5989 


157.2949 


15580 


73.0676 


378.3579 


321.3056 


968.2908 


600.5079 


1394 


73.0421 


36.6140 


13.7114 


24.7541 


10.8882 


25719 


73.0282 


3327.8048 


633.0755 


2746.2097 


601.8796 


563 


72.9934 


284.5637 


183.0894 


588.4595 


353.8856 


20493 


72.9609 


57.5665 


40.4174 


110.5626 


46.1389 


8597 


72.8333 


22.1950 


24.9393 


43.9053 


29.4270 


1529 


72.8264 


69.3517 


28.4358 


115.2634 


46.8012 


573 


72.7591 


26.7293 


22.6775 


81.6119 


58.9865 
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TABLE 5L: CHOLESTASIS 
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Timepoint(s): 


Various 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


MeanTox 


SD Tox 


Mean Nontox I 


SD Nontox 


2853 


72.6942 


378.0776 


133.5195 


240 1676 


84.0917 


20745 


72.6408 


676.4795 


345.3671 


405 5890 

1^ W W • WW WW 


213 3168 

A— 1 w.w 1 ww 


16564 


72.5991 


114.9801 


52.8632 


171 2589 


57.4702 


1045 


72.5596 


104.4333 


29.8514 


84 0269 


27.0164 


25691 


72.5063 


2940.2627 


571.1903 


2235 4627 


438 1 596 

IVW • 1 WWW 


492 


72.4645 


247.0318 


64.0840 


197 9152 


90.7431 


844 


72.4251 


100.3562 


37.5163 


143 5931 

1 W * W W I 


38 1988 

WW. 1 www 


2629 


72.4042 


243.9301 


77.6442 


1 98 7680 


121 8019 


24693 


72.4042 


323.5360 


302.7960 


784 7289 


485 3481 


23180 


72.3926 


1836.4734 


366.3788 


1358 7049 

1 wwU. 1 


263 1749 


2854 


72.3323 


1036.2847 


321.5506 


700 5712 


192 7564 

1 w*»« I wW~ 


10109 


72.3114 


3790.5750 


765.7910 


3009 3772 

WW WW . w f / «_ 


683 8815 

www .ww 1 w 


25643 


72.1374 


754.1131 


221 .0002 


540 1335 


205 8014 


1571 


72.0910 


772.2885 


240.8039 


571 0819 


167 8718 

1 w 1 . w f IV 


17100 


72.0701 


2607.5015 


509.0910 


2099 3222 


449 5789 

*T^w.w# WW 


402 


72.0493 


523.2053 


317.9222 


1091 4447 


528 6485 


10540 


71.9681 


14.1985 


10.7970 


30 6215 


21.4369 


21654 


71.9565 


1128.0539 


243.4005 


847 3962 


218 5679 

C- \ w .ww 1 £7 


23610 


71.9286 


91.3460 


28.4258 


7fi 92 R7 


^9 7441 

0^..w*T*r 1 


4749 


71.9147 


278.5170 


184.3303 


717 4^fiQ 

III .*TwwW 


^HS RR4R 

v/w U.UUtw 


1570 


71 .8962 


717.5533 


183.2231 


Q01Q 


164 1171 


20716 


71.8892 


296.8224 


153.0559 


S99 4fift7 


178 *V*79 

1 I U.JO f C7 


21975 


71.8475 


-1.1538 


21.6590 


^1 3715 

v> 1 .w i 1 w 


52 3861 


16417 


71 .7547 


210.9638 


48.1214 


1R7 Q72R 


S1 2R4S 

O 1 W*T W 


16562 


71 .7477 


98.3105 


32.7625 


148 8998 

1 *Tw .U W W w 


50 3522 

WW . W %J£m£m 


25559 


71.7083 


226.0653 


79.4783 


164 8562 


79 9303 


23660 


71.7013 


790.7892 


304.0453 


1003 4002 


277.4715 


12349 


71.6735 


19.7650 


25.9062 


54.3144 


57 4899 

w 1 .~ww w 


1347 


71.6410 


3000.2530 


523.9789 


2506 4735 


524 5446 

W*-.~. W i I w 


24886 


71.6340 


2953.1643 


435.2977 


2493 4437 


488 2991 


17648 


71.6132 


18.6935 


17.8222 


42.9121 


25.9864 


15617 


71.5876 


285.1742 


83.4584 


200^0278 


88.6341 


815 


71.5807 


3498.3003 


645.6523 


2927.3095 


648.8950 


5667 


71.5412 


2295.8955 


432.4384 


1 836 2420 


340.8936 


2384 


71.4995 


124.6602 


103.7609 


291.2665 


165.2499 


20735 


71.3533 


1351.6455 


419.4091 


1005 4906 


341.0272 


4426 


71.3533 


365.8114 


88.4254 


274.7155 


75.1694 


19073 


71 .3464 


550.0102 


106.5871 


459.4606 


100.3010 


19377 


71.2930 


272.7882 


61.7753 


224.4176 


51.1114 


19423 


71.2513 


70.6737 


25.2362 


122.3912 


59.6004 


20810 


71.2327 


4060.2385 


950.3280 


3121 1506 


813.3690 


570 


71.1863 


334.3847 


109.7790 


256 7642 


79.4442 


17765 


71.1863 


2420.2170 


715.0608 


1862.2464 


451.7154 


20464 


71.1376 


102.8750 


104.3153 


260.9183 


161.5037 


15579 


71.1306 


197.6970 


217.1262 


608.8516 


506.6977 


794 


71.1306 


28.2883 


13.3216 


58.3205 


33.3486 


19241 


71.1121 


258.4010 


71.3619 


192.8832 


68.2241 


16204 


71.0982 


x 2196.0532 


368.7722 


1860.3855 


376.9708 


20553 


79.6279 


124.2669 


41 .7055 


181.9377 


49.3149 


4900 


78.9645 


308.1547 


40.3865 


412.3240 


102.7843 


6291 


78.8972 


164.6954 


52.7937 


261 .0746 


95.9925 


2855 


78.2082 


1208.1731 


192.2500 


907.9505 


210.3230 
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TABLE 5L: 



CHOLESTASIS 
;): Various 
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GLGC ID NO. 


LDA Score, 


Mean Tox 


SD Tox |Mean Ndhtdx 


SD Noritox 


21649 


77.9878 


805.8189 


377.6339 


397.1322 


212.6387 


3995 


77.8185 


149.9227 


59.8344 


268.7370 


114.4310 


22050 


77.5239 


151.5247 


151.8725 


388.6408 


200.2444 


3674 


76.7932 


149.3300 


40.6021 


215.1673 


67.1620 


965 


76.3176 


64.8423 


43.0603 


147.2185 


76.7402 


19456 


76.2457 


382.0009 


259.0254 


149.7466 


133.7086 


19544 


76.2109 


1843.3524 


322.2852 


1429.3090 


371.0082 


17049 


76.0230 


52.8462 


38.8063 


95.8793 


44.4573 


5833 


75.7145 


37.4847 


16.1724 


71.7680 


34.5678 


23504 


75.6890 


730.8308 


164.0784 


537.0571 


138.8860 


10986 


75.5869 


43.4525 


27.6036 


92.4370 


51.6479 


14033 


75.5335 


151.6182 


34.9164 


205.4173 


61.8036 


12719 


75.5150 


232.6865 


95.9466 


147.3161 


66.6184 


2768 


75.2320 


558.6567 


259.5941 


954.2630 


413.1299 


16 


75.1647 


216.5342 


97.3646 


332.0541 


130.6371 


. 5779 


75.1113 


226.9808 


49.7330 


292.1105 


70.1655 


2242 


74.9374 


223.8753 


138.9898 


497.3607 


255.1369 


8949 


74.7309 


1350.8827 


329.1735 


993.5350 


278.9012 


14919 


74.5500 


60.6374 


43.4818 


28.7839 


35.6413 


13622 


74.5221 


147.4579 


75.0775 


90.0309 


109.2600 


2702 


74.4363 


1231.1184 


408.9965 


808.5549 


285.2637 


19193 


74.3945 


181.9765 


37.9980 


229.4206 


50.1151 


5431 


74.3157 


1098.8572 


497.3058 


516.4719 


334.4323 


3302 


74.2739 


58.9605 


43.8855 


106.7758 


48.5110 


4048 


74.2623 


732.2437 


543.7110 


285.2242 


261.5850 


15474 


74.2414 


1098.2943 


241.0116 


864.9816 


195.0165 


6479 


74.2206 


268.3006 


232.2732 


426.3749 


207.2021 


15665 


74.2136 


432.2400 


77.6883 


535.8324 


u 108.1791 


19200 


74.0744 


344.9336 


132.0672 


225.4692 


80.8763 


I 21023 


73.9863 


69.9582 


29.0981 


| 112.9460 


38.2104 


23505 


73.7195 


1789.3384 


607.7433 


1280.9872 


293.3750 


7420 


73.7102 


211.6594 


[ 32.4429 


283,3052 


110.0999 


18390 


73.6708 


14.4472 


12.3332 


35.0634 


20.8541 


4049 


73.5989 


1299.0377 


795.5471 


588.8484 


412.1115 


11640 


73.5177 


65.1928 


26.9805 


41 .7007 


21.5126 


3143 


73.4226 


181.0684 


47.5773 


231.9670 


58.0737 


2308 


73.4040 


153.4243 


68.6211 


91.1303 


65.9566 


21454 


73.3692 


146.0104 


61,7547 


204.6728 


67.4720 


; 23278 


73.2695 


114.0732 


31.9096 


85.3375 


! 32.1554 


6828 


73.1952 


200.7637 


119.3367 


329.7947 


142.9792 


3909 


73.1628 


174.8668 


53.9992 


116.8775 


45.4056 


6102 


73.1280 


119.9355 


29.3398 


159.8837 


43.1765 


10549 


73.1164 


265.7053 


151.1481 


149.6598 


79.3839 


633 


73.0816 


185.7067 


76.8983 


292.4652 


94.4339 


3969 


73.0676 


40.0970 


30.9291 


93.6168 


52.8788 


4230 


73.0421 


493.7389 


109.2841 


410.9791 


85.5778 


6717 


72.9470 


130.3063 


68.1654 


229.4734 


100.1114 
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TABLE 5M: CM 000 • V • " Attorney Docket No. 44921 -51 13WO 



Timepoint(s): 24hrs Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontpx •* 


SD Nontox 


670 


99.7653 


109.2667 


1 .4250 


313.2507 


123.6200 


5049 


99.6479 


255,5433 


0.9943 


177.3817 


40.2066 


1583 


99.4131 


245.6533 


4.2244 


122.4281 


42.2862 


1571 


99.2958 


1228.2500 


29.9785 


574.9081 


169.7658 


1378 


99.2371 


98.1567 


7.5740 


43.6701 


14.4101 


5496 


99.1784 


49.0667 


1.5494 


164 7065 


97.4735 


1728 


99.1197 


390.6900 


10.3068 


227.4793 


89 7786 


14934 


99.0023 


171.4667 


2.8567 


112.6667 


24.9171 


574 


99.0023 


4432.0900 


433 041 9 


2041 0439 


559 2697 


10544 


99.0023 


702.1267 


28.7354 


466.2711 


88 2788 


21794 


98.9437 


5.9200 


1 ,4409 


51 9048 


27 6480 


1348 


98.9437 


71 .9967 


2.6695 


34 6180 


1 5 8705 


6343 


98.9437 


51 .9167 


0.2376 


41 .2834 


1 2 6676 


15205 


98.8263 


136.0033 


0.5450 


110.1822 


28 2962 


1798 


98.6502 


347.1167 


18.1798 


1201 4371 


660 9475 


24814 


98.5329 


389 9067 


22.2973 


242.4929 


50 7766 


23250 


98.5329 


317.7900 


34 5316 


184 5249 


32 2940 


16947 


98.4742 


147 5900 


6.7977 


346 3244 




16164 


98.4742 


1717 2267 


19 0810 

I viww 1 \J 


1 282 2552 


248 2^22 


18498 


98.4155 


412 3833 


23.2997 


237 9374 




798 


98.4155 


128 0433 


16 3359 


52 3820 

kJ£— ,*JKJ £-\J 




22576 


98.4155 


484.4533 


5.2279 


711 5532 


1 87 8862 


23166 


98.3568 


758.8567 


5.8728 


555 8734 


136 ^9fi^ 


15087 


98.3568 


279.6733 


7.6845 


185 4370 


49 5093 


16006 


98.3568 


341 .7733 


31.6536 


1 52 3438 


61 3565 


13283 


98.3568 


44.9933 


2.4919 


145 3458 


71.7815 


17956 


98.2981 


167.2833 


1.7321 


121.9187 


30 9906 


20801 


98.2981 


441.4867 


15.5470 


223 4285 


103 5682 


20701 


98.2394 


78.4500 


6.5257 


399 3628 


199 3835 


25594 


98.2394 


700.5833 


17.1686 


495.3327 


96 3041 


24554 


98.1808 


25.3833 


1 .2726 


8.3882 


9.9661 


108 


98.1808 


773.3800 


30.0161 


1572:5431 


614.3471 


20664 


98.0634 


373.3533 


7.0277 


632.8882 


324 0494 


20755 


98.0634 


2569.4500 


1103.5913 


1186 1377 


361 2377 


20939 


97.9460 


971 .5300 


40.5873 


545.6637 


1 80 0993 


1 570 


97.9460 


1078.9433 


92.2747 


555 1012 


1 64 3824 


16024 


97.9460 


520.0167 


175.9134 


192.3830 


82 5085 


21154 


97.9460 


116.8600 


67.0157 


41.5287 


15.9550 


16025 


97.8873 


313.1433 


73.8778 


123.5085 


60.4607 


17115 


97.8286 


-3.3700 


1.9489 


24.6041 


17.3169 


22282 


97.7700 


289.0300 


24.6275 


144.5153 


45.1435 


1146 


97.7700 


65.9467 


2.7375 


36 8626 


18 4065 


17469 


97.7113 


25.2833 


1.7044 


72.0728 


33.2749 


626 


97.7113 


300.2133 


58.0755 


88.9194 


74.2778 


4439 


97.7113 


108.7500 


17.9984 


243.5820 


73.9585 


16993 


97.6526 


34.6133 


2.3544 


111.5754 


66.0610 


16780 


97.6526 


85.6667 


3.4591 


174.8928 


96.3966 


20468 


97.6526 


61.3867 


1.5039 


39.4093 


L 13.2797 


590 


97.6526 


120.0800 


41.8952 


47.2379 


17.4948 


16026 


97.5939 


501.4433 


107.8294 


165.7790 


89.4589 


25680 


97.5352 


731.8500 


13.9577 


1070.4154 


308.0196 


797 


97.5352 


182.6967 


38.4154 


83.5112 


32:5417 
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TABLE 5M: CI-1000 




Attorney Docket No. 44921 -511 3WO 


Timepoint(s): 


24 hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontax 


SD Noritox 


1292 


97.5352 


287.3300 


64.0326 


143.1721 


40.0082 


25559 


97.4765 


413.7433 


45.6196 


165.8478 


79.3219 


220 


97.4765 


62.7800 


8.3060 


16.6729 


17.7958 


13090 


97.4765 


53.6700 


1 .3599 


79.6554 


44.4111 


11296 


97.4178 


207.5767 


19.8887 


114.2760 


38.6626 


18083 


97.4178 


64.3867 


3.2809 


44.9517 


64.7309 


23070 


97.3592 


373.7700 


19.8960 


239.4271 


58.1083 


23522 


97.3592 


522.0300 


168.1060 


251.2805 


77.5466 


4500 


97.3005 


91 .2867 


12.2044 


34.2459 


25.6602 


16507 


97.3005 


244.4500 


57.3410 


102.5853 


36.6316 


17933 


97.3005 


375.1967 


7.3511 


248.4946 


135.1609 


16400 


97.1831 


4552.8167 


41 .4097 


5000.0182 


1710.9174 


4234 


97.1831 


1167.4333 


69.4723 


726.1453 


170.3302 


14965 


97.1244 


-1 1 .7567 


l 2.1011 


46.4480 


74.1618 


16331 


97.1244 


187.0333 


36.4728 


427.8147 


123.5245 


16422 


97.1244 


32.8667 


2.7575 


10.9854 


13.4247 


2439 


97.0657 


89.5267 


0.9563 


74.6812 


19.1225 


20944 


97.0657 


1657.5900 


37.1916 


1253.9953 


273.6565 


20016 


97.0657 


111.7333 


9.9230 


65.6507 


19.2915 


3896 


97.0657 


-42.0067 


6.5541 


26.0443 


43.2103 


22927 


97.0070 


23.5600 


0.8418 


50.2208 


20.6457 


18770 


97.0070 


1279.4833 


57.8708 


814.8949 


196.9496 


20462 


97.0070 


2309.8967 


30.3477 


1700.8470 


409.7434 


6980 


97.0070 


16.4400 


2.7944 


50.3021 


20.8320 


14822 


96.8897 


697.1700 


115.6587 


333.6376 


103.9976 


15662 


96.8897 


298.1233 


104.8819 


144.6870 


42.7375 


15203 


96.8897 


354.5367 


! 10.7799 


254.8762 


58.4835 


24423 


96.8310 


68.9967 


1.1002 


59.7184 


32.5583 


. 15348 


96.7723 


416.6400 


17.2558 


289.3961 


59.3279 


4314 


96.7723 


49.1567 


8.1657 


163.7525 


83.7373 


16367 


96.7136 


93.6633 


46.5769 


624.0589 


286.3909 


10154 


96.7136 


542.9100 


52.2330 


256,3417 


108.2705 


1004 


96.7136 


142.6600 


41.8361 


t 73.6771 


19.8325 


25251 


96.7136 


1880.0567 


314.3731 


1122.2207 


270.4215 


15862 


96.7136 


272.1700 


12.8224 


157.6527 


80.2857 


13646 


96.6549 


2437.1900 


244.1212 


1616.8365 


283.8840 


11690 


96.6549 


411.9900 


48.6256 


249.1199 


60.9719 


19073 


96.6549 


788.7100 


155.6956 


461 .0645 


99.6541 


23524 


96.6549 


1013.8800 


305.6420 


394.0130 


190.7106 


24469 


96.5962 


2134.1067 


132.5766 


.1502.8377 


249.5406 


15661 


96.5962 


97.4267 


37.1834 


29.5261 


26.1288 


15925 


96.5376 


154.8867 


1.8963 


176.8176 


53.3741 


20586 


96.5376 


44.1067 


5.7000 


141.7868 


69.2698 


18727 


96.5376 


1450.8800 


101.6631 


879.3348 


227.3248 


21064 


96.5376 


291 .1633 


63.4738 


161.7798 


43.1976 


12580 


96.4789 


37.5533 


3.7391 


19.9032 


6.8123 


17549 


96.4789 


1296.6000 


126.6526 


866.5677 


161.9721 


573 


96.4202 


8.6367 


2.2945 


80.1940 


58.9212 


13614 


99.7653 


51.4367 


0.6045 


178.4272 


62.9327 


11610 


99.5305 


570.7167 


19.9658 


248.0251 


85.5200 


9309 


99.5305 


142.4767 


0.1106 


177.9681 


68.9937 


18777 


99.3545 


195.2400 


10.9760 


42.6115 


54.1772 
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TABLE 5M: CM 000 Attorney Docket No. 44921 -511 3WO 

Timelpomt(s): 24 hrs Document No, 1926271 .2 



GLGC ID NO. 


LDA Score 


Mean.Tox 


SDTox 


Mean Nontox \ 


SD Nontox 


22310 


99.2958 


316.3067 


1.0624 


236.1521 


65.5293 


22102 


99.2958 


633.5467 


26.2193 


357.9602 


99.6842 


3501 


99.1197 


61.2333 


2.8761 


132.3045 


35.4217 


15663 


99.1197 


575.4367 


17,3292 


320.7241 


95.9910 


18278 


99.1197 


30.2633 


5.3071 


-16.0733 


31.9931 


23521 


99.1197 


60.4533 


1.9468 


275.4023 


250.8535 


23860 


99.0023 


310.3067 


34.2716 


155.6076 


53.0030 


i 6996 


99.0023 


165.6633 


21.3460 


52.7652 


33.0613 


14521 


98.9437 


198.1933 


4.4558 


404.1931 


113.9929 


5899 


98.9437 


33.5000 


1.8694 


133.6170 


73.2164 


21747 


98.8263 


330.9267 


10.0221 


577.5927 


117.6615 


6033 


98.7676 


72.8967 


12.1374 


234.5824 


89.9683 


9845 


98.7676 


126.4867 


2.2293 


219.0457 


145.8746 


22915 


98.7089 


409.8567 


8.9472 


270.5227 


67.0960 


23630 


98.7089 


789.8200 


15.8398 


572.6460 


88.5943 


4636 


98.5915 


424.3433 


37.2686 


167.6131 


106.7794 


2382 


98.5915 


33.0133 


0.4244 


38.8910 


30.3760 


24501 


98.5329 


2075.2267 


251.8815 


1157.4128 


234.9732 


15403 


98.4155 


546.1933 


46.7329 


280.4099 


85.4148 


18524 


98.4155 


233.6633 


14.6275 


765.1900 


330.9064 


2909 


98.4155 


422.4233 


2.8325 


554.7932 


128.3919 


15685 


98.3568 


1989.9867 


311.4854 


741.8780 


307.4329 


13919 


98.2981 


64.7367 


3.1163 


120.7609 


33.6779 


6291 


98.2981 


87.3167 


13.8000 


258.7453 


96.0150 


9500 


98.2394 


66.0900 


1.3126 


7.2284 


51.3678 


13169 


98.2394 


173.3367 


15.4458 


95.8285 


22.8417 


10920 


98.2394 


-1.0367 


2.1789 


85.9320 


76.8110 


| 2933 


98.2394 


16.1500 


0.5568 


35.5228 


18.3151 


12563 


98.1808 


634.3933 


111.9324 


329.1652 


79.9587 


13346 


98.1221 


474.6867 


12.4790 


300.5931 


84.1555 


5044 


98.1221 


161:4467 


18.7470 


80.3131 


25.7622 


23738 


98.1221 


290.9200 


2.6960 


239; 5445 


129.5699 


10986 


98.0634 


12.0067 


3.0410 


91.2254 


51.6411 


18383 


98.0634 


210.0600 


8.3092 


383.9724 


106.3083 


6224 


98.0047 


150.6700 


23.3596 


56.7133 


28.0139 


19371 


98.0047 


24.8700 


4.2551 


68.5993 


25.1045 


10138 


98.0047 


43.7667 


0.3850 


41.5785 


19.7245 


22994 


98.0047 


83.8300 


2.2727 


37.1601 


36.9991 


8395 


98.0047 


10.1200 


4.8138 


78.3065 


55.3462 


3246 


97.9460 


236.8700 


24.9178 


103.3871 


56.2319 


26184 


97.9460 


126.0933 


11.4259 


259.9223 


69.6064 


{ 17365 


97.9460 


113.6667 


10.3302 


32.2327 


56.7916 


5258 


97.9460 


68.1000 


10.8405 


191.4370 


56.1991 


5615 


97.9460 


127.1533 


7.1602 


71.2396 


37.1519 


2267 


97.8873 


415.0967 


49.5361 


200.1208 


65.6690 


7926 


97.8873 


49.1133 


1.4162 


87.4598 


25.8601 


6717 


97.8286 


59.7300 


7.3683 


227.0449 


100.4030 


2911 


97.8286 


39.1667 


9.9651 


285.6090 


178.9471 


3631 


97.8286 


235.6533 


18.8155 


149.6967 


30.5550 


4650 


97.7113 


398.0633 


39.7717 


224.8837 


54.6099 


13563 


97.7113 


194.5233 


26.8819 


465.4959 


150.1683 


2250 


97.7113 


3776.5600 


1073.1660 


1640.6670 


668.9172 
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TABLE 5N: CI-1000 




Attorney Docket No. 44921 -511 3WO 


Timepoint(s): 


3, 6 hfs 






Document No. 1 926271 12 


GLGC ID NO; 


LD A Score 


Mean Tox 


SD Tox 


Mean Nontax 


SD Npntox 


i 24431 


97.4706 


1034.1400 


108.6216 


399.8884 


305.4188 


2413 


96.4118 


1028.7020 


34.2481 


764.4779 


150.1153 


13282 


96.2941 


28.6100 


0.5787 


45.0436 


23.3164 


804 


96.0588 


1 769.3440 


160.7889 


990.3905 


374.3138 


12041 


95.4706 


335.3120 


4.9795 


288.0305 


73.1125 


6598 


95.1765 


322.1120 


66.4455 


121.8002 


72.5937 


20443 


95.0588 


123.5800 


1.7404 


136.5106 


38.2741 


18615 


94.7059 


2381.5580 


109.8609 


1712.8194 


372.8216 


888 


94.4118 


95.2700 


4.9641 


155.8538 


51.7529 


923 


94.2353 


419.3100 


39.8759 


192.4002 


110.0052 


20930 


94.0588 


[ -1.7760 


9.0345 


67.8586 


85.3116 


18302 


94.0588 


183.6780 


5.6032 


137.1737 


73.1820 


I 24785 


93.8824 


32.2480 


3.1239 


58.3371 


24.4316 


15300 


93.5882 


841.9220 


49.8646 


641.4178 


346.5659 


23368 


93.5294 


5.9340 


3.3979 


42.4058 


35.1429 


904 


93.3529 


27.3180 


4.3288 


49.3116 


13.0483 


1141 


93.3529 


147.2860 


10.0730 


224.4452 


56.6941 


24670 


93.3529 


161.1580 


4.8217 


174.5034 


65.2681 


353 


93.1765 


677.5700 


85.8249 


411.4283 


247.9680 


25799 


93.0000 


92.9600 


8.6253 


213.7970 


141.3837 


652 


93.0000 


76.3920 


19.1592 


313.1565 


220.3620 


19173 


92.9412 


14.7680 


4.4595 


34.4182 


13.9837 


13930 


92.8235 


257.4600 


16.2507 


198.2846 


97.9649 


16164 


92.7647 


1646.1880 


87.4699 


1281.6496 


248.2284 


16524 


92.4118 


19.1060 


2.9601 


38.0547 


14.7745 


5005 


92.4118 


33.3640 


4.0239 


13.9322 


12.8438 


15996 


92.3529 


521.2080 


124.9346 


245.8453 


153.7129 


18628 


92.3529 


3628.6260 


143.6978 


2825.7367 


653.5794 


15190 


92.2353 


6553.7540 


728.4085 


3985.2090 


1983.2836 


13477 


92.1765 


15.9540 


3.3237 


36.7683 


15.1090 


14971 


92.0000 


58.0280 


2.7318 


55.1424 


20.5960 


15421 


91.8824 


270.8100 


44.7634 


420.9979 


90.8706 


21400 


91 .8235 


153.0840 


38.3839 


348.6602 


149.9489 


4956 


91.7059 


76.0100 


15.7049 


197.4789 


91.7442 


23000 


91.5882 


19.1720 


6.4099 


42.4005 


13.6129 


23522 


91.4118 


387.8460 


54.1446 


251.4328 


78.9276 


6780 


91.4118 


369.5900 


11.8564 


468.2767 


160.8321 


24247 


91.1176 


26.1900 


4.6793 


76.9325 


79.6843 


24219 


91.1176 


862.7020 


121.3547 


604.0197 


179.9719 


10623 


91.0588 


148.1620 


. 45.5201 


67.9046 


58.4806 


16610 


90.9412 


646.1140 


58.1148 


435.6391 


145.0453 


1301 


90.8824 


813.4660 


48.5109 


1314.6762 


1212.6114 


17920 


90.8824 


33.0140 


4.4513 


61 .3899 


23.5226 


18362 


90.8235 


29.4700 


7.8319 


64.0001 


^ 23.8261 


15735 


90.7647 




7.8455 


103.9030 


35.5648 


4957 


90.7059 


64.5240 


9.5019 


148.2250 


68.0133 


25481 


90.6471 


4715.0720 


442.9352 


3277.9920 


967.5329 


24607 


90.4706 


12.2300 


1.7371 


48.9413 


42.7736 


25050 


90.4118 


5403.0820 


1055.6950 


3336.5601 


1262.1018 


23883 


90.4118 


47.5660 


10.3078 


166.5156 


118.5817 


15703 


90.2941 


56.9740 


13.6309 


27.3566 


16.5405 


798 


90.2941 


62.0640 


3.3320 


52.5921 


22.6561 
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TABLE : 5N: CM000 Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


3, 6 hrs 


' "% 




Document No. 1926271.2 


GLGC ID NO. I 


LDA Score I 


VIean Tox 


SDTbx 


Mean Nohtbx & 


SD Nontox 


11483 


90.2353 


713.5020 


204.1242 


392.8079 


252.7852 


16192 


90.2353 


15.8940 


3.6655 


28.2224 


9.5890 


13974 


90.1765 


534.6420 


153.0097 


913.7961 


255.9098 


17728 


90.1176 


5830.3140 


771.1900 


3980.5134 


1034.8309 


6109 


90.1176 


4895.2420 


428.0896 


3319.0653 


- 1560.8639 


25319 


89.9412 


9029.9740 


884.8943 


6306.5330 


2503.0127 


20718 


89.8824 


13.9980 


5.5288 


34.7498 


16.3231 


22999 


89.8235 


9.1620 


5.4009 


27.7722 


12.5563 


14015 


89.8235 


-5.7920 


9.6701 


36.3026 


52.4709 


11852 


89.7647 


62.5200 


23.8315 


147.5237 


54.9023 


15862 


89.7059 


107.1480 


6.2026 


158.3539 


80.5730 


7176 


89.6471 


307.7920 


15.2426 


306.0791 


134.9802 


7459 


89.5294 


2098.2180 


304.3621 


1491 .5148 


428.2679 


10625 


89.5294 


166.5520 


52.1349 


88.4047 


102.4229 


4186 


89.4706 


5662.6760 


558.7624 


4098.081 1 


1196.6038 


19421 


89.2941 


6704.2300 


946.7344 


4435.3045 


1607.0724 


13186 


89.2353 


3.1260 


8.6859 


20.3624 


11.3186 


1373 


89.2353 


33.9900 


7.5279 


67.3279 


24.0953 


3513 


89.1765 


134.0540 


8.2603 


190.2385 


66.9083 


4243 


89.1765 


63.0400 


12.2477 


122.6823 


46.5055 


1159 


88.9412 


184.9080 


36.4153 


301 .8924 


90.3406 


17147 


88.8235 


2852.6380 


403.6589 


1699.7616 


968.9198 


15997 


88.7647 


549.4660 


188.0514 


289.8793 


218.2025 


15023 


88.7647 


235.6260 


49.0838 


361 .0430 


83.3063 


15767 


88.7647 


50:0960 


6.8920 


83.0854 


29.5677 


2968 


88.7059 


1259.1420 


191.8247 


658.3778 


476.9341 


10624 


88.5882 


165.3360 


41.6917 


97.2620 


96.1943 


10622 


88.5294 


122.8620 


46.1321 


45.9580 


98.8111 


1153 


88.5294 


205.7600 


11.8571 


183.6851 


103.0918 


15187 


88.4118 


31.6500 


14.3440 


91.9392 


50.2737 


18494 


88.3529 


91.6680 


9.6136 


129.0817 


49.3112 


25568 


88.2353 


90.3700 


77.7225 


254^246 


112.8068 


19530 


88.1765 


-5.0800 


8.4039 


20.3713 


29.6535 


18719 


88.1765 


163.2420 


20.7948 


. 129.2359 


94.9131 


23950 


88.0000 


92.2500 


3.8588 


87.2017 


24.6582 


844 


87.9412 


139.2860 


4.8886 


142.2959 


38.9852 


520 


87.9412 


55.3640 


6.1238 


32.0487 


28.9950 


354 


87.8824 


730.3560 


158.3495 


511.9149 


323.0557 


20590 


87.7647 


314.6420 


23.3622 


262.2327 


86.5809 


2009 


87.6471 


12.3500 


1.8548 


27.0938 


21.9744 


1120 


87.6471 


16.2640 


2.3289 


23.8793 


12.1322 


6980 


87.5882 


20.1980 


12.4517 


50.3597 


20.8085 


15301 


87.5882 


362.7080 


57.8896 


269.2646 


181.4033 


19020 


87.5882 


56.9120 


2.6764 


58.3371 


19.0458 


1888 


87.5294 


178.7420 


51.1160 


106.6637 


62.8830 


1655 


87.5294 


15.2420 


4.8562 


29.8666 


13.8015 


18419 


87.5294 


442.8260 


61.6724 


639.7023 


149.3196 


1540 


87.5294 


41.2500 


12.9064 


97.7301 


49.3266 


| 18658 


98.1765 


► 2315.9540 


371.8218 


889.9863 


\ 356.0617 


2303C 


97.1765 


79.3620 


24.6053 


362.4642 


189.7508 


7414 


97.1176 


> 956.9020 


37.4384 


619.9796 


161.1593 


23538 


96.4706 


i 1000.5520 


202.8691 


355.382S 


205.9637 
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TABLE 5N: CI-1000 ^ . Attorney Docket No. 44921 -51 1 3 WO 



Timepoint(s): 


3, 6 Mrs 






Document No. 1926271.2 




L.L-JA oCOl© 


Mean Tox 


oU 1 OX 


Mean NontdxJv., 


SD Nontox 


15608 


96.4706 


1954.3840 


286.1675 


1272.9904 


250.5551 


13619 


95.8235 


949.0520 


333.2540 


287.0541 


235.7976 


15644 


95.7647 


2590.9860 


410.5826 


1507.3891 


392.3679 


18271 


95.4118 


43.6100 


25.1680 


182.2875 


79.9073 


22586 


95.4118 


7160.8860 


'370.5684 


3812.6195 


3591 .4430 


17506 


95.0588 


1809.8800 


593.6427 


473.8423 


404.5598 


12129 


95.0000 


99.2360 


1.9519 


92.4325 


35.9305 


15645 


94.9412 


2319.3640 


418.6155 


1318.2232 


413.7231 


15277 


94.5882 


2591 .2200 


246.1259 


1970.2948 


279.9681 


18518 


94.5294 


155.0500 


2.7510 


155.2614 


61.3857 


8214 


94.3529 


86.7840 


24.9473 


-2.4802 


50.1150 


6171 


94.2941 


10.2500 


4.0686 


70.1403 


87.0632 


23963 


/ 94. 2353 


36.1120 


29.1626 


23.0925 


17.6345 


1 5377 


94.1765 


99.1080 


26.6616 


51 .7428 


22.9047 


24166 


94.1176 


299.4360 


29.0826 


435.5466 


84.8758 


8472 


93.9412 


46.6220 


3.1565 


5.5747 


52.4482 


3489 


93.7647 


1646.9340 


. 155.3216 


1166.8770 


237.0691 


9521 


93.7647 


393.0400 


24.0117 


282.2748 


72.5988 


15684 


93.7059 


1399.2220 


93.6975 


1015.7591 


221 .9420 


11446 


93.7059 


662.9320 


33.0635 


491.7734 


107.5781 


13000 


93.6471 


124.9960 


19.1307 


253.0844 


89.7414 


9569 


93.4118 


29.5060 


3.1637 


55.9737 


28.7660 


23029 


93.4118 


155.7880 


58.5653 


538.1063 


265.2547 


19367 


93.2941 


3100.0280 


351 .7345 


1360.8888 


1336.4107 


24685 


93.2353 


633.9500 


16.3760 


592.4747 


157.4125 


7584 


93.1176 


385.3660 


12.0288 


567.7686 


307.9080 


21861 


93.0588 


464.3760 


59.5905 


324.2710 


73.3725 


7970 


93.0588 


49.5940 


9.6545 


94.8524 


30.5912 


14083 


92.8824 


155.9720 


9.3969 


253.3763 


86.8349 


1802 


92.8235 


125.2780 


35.9462 


311.7226 


135.5350 


23567 


92.6471 


414.9280 


141.1465 


148.1559 


163.7202 


7888 


92.6471 


1220.2820 


61.8934 


872J5283 


219.2270 


1649 


92.6471 


85.3660 


3.6099 


68.2389 


33.8666 


22995 


92.5882 


91.3300 


22.9725 


314.3172 


210.7428 


11178 


92.5882 


336.Q900 


20.1139 


520.0071 


175.1173 


17361 


92.5294 


1 89.7800 


25.3171 


83.2950 


60.6835 


11941 


92.4706 


20.4920 


0.8482 


24.6151 


14.9378 


19016 


92.4118 


250.1760 


10.8302 


338.7179 


106.5135 


22030 


92.3529 


10602.2940 


1345.7602 


6778.9575 


2054.0896 


10569 


92.2941 


502.6840 


75.5339 


351 .5089 


82.5322 


17235 


92.2353 


88.3420 


1 1 .3560 


54.9210 


34.1944 


4900 


92.1765 


275.8660 


24.3842 


409.9404 


102.7885 


14455 


92.0588 


54.0180 


1 5.5339 


149.7569 


78.6527 


11088 


91.8235 


5.1720 


15.1860 


44.2996 


22.4361 


5193 


91.7647 


3602.6300 


209.7557 


. 2738.5793 


540.1233 


5712 


91.7059 


392.8300 


50.5521 


261 .8838 


71.1319 


22969 


91.7059 


258.2040 


63.3190 


457.5266 


115.8489 


18505 


91 .7059 


112.6400 


19.3380 


189.1628 


54.2937 


7755 


91.7059 


39.2520 


7.6683 


6.6065 


34.5529 


19731 


91.7059 


719.2800 


48.0556 


755.0722 


490.6361 


4197 


91 .4706 


136.1840 


18.8341 


82.4122 


31 .9984 


19429 


91.4118 


3400.9380 


682.0782 


1941.4323 


882.5320 
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TABLE 5N: CM 000 V • ^ ■ , Attorney v DocketNo.44921-5113WO 
Timepoint(s): 3, 6 hrs ^ : Document No. 1926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontax 


SD Nontax: 


11714 


91.4118 


85.2340 


25.2796 


247.3258 


126.9750 


3250 


91.4118 


187.9300 


I 11.0272 


> 137.4563 


72.3509 


23338 


91.3529 


5599.8240 


557.8960 


4352,5030 


771.4137 


14324 


91.3529 


40.9240 


10.0128 


17.9795 


19.9128 


2750 


91.2941 


1719.8800 


85.9817 


1326.5228 


563.4849 


12733 


91.1176 


25.9460 


17.5704 


66.9655 


24.8429 


23276 


91.1176 


2266.6460 


273.3790 


1774.1728 


301.3673 
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TABLE 50: CLOFIBRATE > 


Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


24hrs 






Document No. 1 926271 .2 


GLGC ID NO; 


LDA Score 


Mean Tox; 


SD Tox 


Mean Nontox 


SD Nontox 


25370 


99.8239 


311.8467 


14.7162 


66.7698 


46.7448 


17758 


99.8239 


1484.9367 


35.5040 


51.0888 


212.9279 


15580 


99.4131 


3614.5000 


294.1663 


940.9705 


582.1453 


16150 


99.3545 


1416.9233 


129.2865 


252.2391 


172.7053 


1858 


99.3545 


1456.6233 


148.6207 


39.0594 


191.4676 


16148 


99.1784 


2925.9933 


362.2280 


478.7869 


333.3867 


21014 


99.1784 


256.7467 


5,5982 


829.1977 


437.6232 


21302 


99.1784 


204.1567 


0.5686 


168.9794 


49.0536 


20713 


99.1197 


1915.0867 


359.7308 


126.8056 


215.3496 


20711 


99.1197 


586.9700 


149.8880 


8.3325 


60.7773 


20715 


99.1197 


1310.0800 


219.5631 


81.9242 


135.3678 


18958 


99.1197 


307.4900 


32.8201 


86.3942 


68.4554 


18293 


99.0610 


2921.4433 


342.8213 


645.2560 


352.8351 


18687 


99.0610 


2848.0633 


174.5659 


518.2885 


408.5049 


10538 


99.0023 


231.7200 


37.4664 


2.0664 


42.1288 


20714 


99.0023 


1509.4933 


408.6101 


145.8500 


174.3141 


15579 


99.0023 


2944.3933 


295.4255 


588.0808 


486.2991 


16546 


98.9437 


415.7033 


61.5219 


97.0600 


60.4733 


21729 


98.9437 


2302.3933 


281.6638 


446.2456 


352.9565 


20555 


98.9437 


492.0300 


70.2561 


80.4587 


76.5101 


18686 


98.9437 


3137.7533 


244.7693 


555.7317 


460.5067 


. 1857 


98.9437 


1227.1867 


368.1320 


24.2703 


177.2000 


397 


98.9437 


164.9133 


10.9240 


48.3111 


50.0019 


20925 


98.8850 


1708.2167 


318.4780 


222.7321 


234.3041 


20983 


98.8850 


1014.9533 


151.8518 


122.5533 


122.3082 


1977 


98.8263 


842.4900 


80.8425 


285.7435 


127.2878 


20380 


98.8263 


50.3800 


2.6850 


16.8992 


33.2319 


20856 


98.7676 


140.2700 


26.0010 


10.4283 


33.2004 


20986 


98.7676 


280.6633 


55.9224 


45.7790 


48.7949 


2009 


98.7089 


95.6167 


15.6032 


26.7660 


21.5824 


22602 


98.7089 


157.2800 


24.4252 


-3.8102 


50.6844 


25024 


98.7089 


215.6167 


0.7975 


238J3243 


1 14.6886 


7756 


98.6502 


126.9633 


51.1648 


4.2381 


23.7070 


22603 


98.5915 


253.8800 


35.1630 


89.7054 


50.0036 


15411 


98.5915 


474.4133 


68.3408 


133.1873 


81.6197 


3512 


98.5329 


286.7700 


20.7478 


145.5881 


45.2875 


18957 


98.5329 


345.4500 


75.9671 


115.6158 


76.4210 


25139 


98.5329 


103.9833 


38.6077 


18.5096 


32.0832 


16721 


98.5329 


264.7433 


23.0703 


123.0053 


48.1139 


21078 


98.4742 


424.6367 


72.3067 


135.1108 


73.6978 


17516 


98.4155 


361.7900 


33.8513 


135.6898 


59.6643 


20554 


98.4155 


315.7433 


39.7215 


108.3109 


66.3005 


23699 


98.3568 


1662.7767 


293.6926 


286.8568 


287.2334 


23698 


98.3568 


1872.3367 


415.4765 


195.1894 


334.5919 


25070 


98.3568 


510.4167 


43.5974 


170.2965 


89.7222 


, 18315 


98.3568 


379.2633 


116.2721 


53.7338 


88.1943 


20984 


98.2981 


1065.5900 


314.8301 


146.2886 


136.6783 


16527 


98.2981 


19.5000 


0.1389 


24.8876 


9.7830 


18174 


98.2981 


328.4900 


10.9222 


211.3600 


48.0452 


1715 


98.2981 


249.4267 


9.5596 


562.4097 


242.6824 


2006 


98.2981 


116.7333 


20.3078 


20.3160 


38.0566 


4290 


98.2394 


376.7400 


36.3953 


127.9873 


76.4010 
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Timepoint(s): 


24hrs . 


"■' 




Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


MeariNontox 


SD Nontox 


19053 


98.2394 


145.8500 


40.1692 


32.0581 


61.4902 


9931 


98.1808 


581.4800 


85.5557 


198.2790 


102.2310 


16807 


98.1808 


4542.9433 


787.8720 


857.0080 


678.7946 


3424 


98.1808 


55.5300 


0.4937 


51.1832 


20.7301 


18316 


98.1808 


513.7133 


128.4682 


80.9484 


119.2604 


26051 


98.1808 


92.5167 


12.7587 


35.1585 


16.9151 


17599 


98.1221 


51.2267 


0.6637 


68.8484 


35.9760 


1728 


98.0634 


583.5767 


66.8869 


226.8001 


87.7289 


16768 


98.0634 


569.0667 


106.0019 


233.9901 


83.5077 


17933 


98.0634 


670.3333 


75.5866 


247.4554 


132.9788 


2008 


98.0634 


167.5833 


68.6829 


13.5658 


42.7014 


25055 


98.0634 


557.1800 


199.4789 


90.1653 


157.8776 


17353 


98.0634 


103.5400 


6.9651 


53.0758 


38.4569 


16767 


98.0047 


729.4433 


124.8927 


298.3743 


110.9879 


12158 


98.0047 


558.5433 


204.2970 


84.3025 


159.0230 


1410 


98.0047 


64.1433 


31.5373 


5.8281 


11.6490 


21372 


97.9460 


136.4133 


30.5468 


35.5675 


25.3046 


21730 


97.9460 


390.6233 


64.7786 


147.3605 


65.6999 


15927 


97.9460 


123.3700 


5.9328 


60.3285 


22.8563 


2007 


97.9460 


158.7933 


80.3758 


-6.5083 


47.9151 


18319 


97.9460 


220.7733 


75.4024 


34.7310 


56.9464 


14987 


97.8873 


1299.8400 


38.2050 


847.9103 


209.1571 


12155 


97.8873 


590.8167 


197.1797 


81.5618 


165.4572 


14595 


97.7700 


570.5133 


139.2412 


108.9367 


95.7190 


12156 


97.7700 


1125.6433 


397.0994 


196.2346 


280.1831 


18083 


97.7113 


255.6367 


52.5636 


44.2783 


63.4666 


12157 


97.7113 


1353.1700 


527.7352 


174.1501 


351 .3879 


12364 


97.7113 


338.5867 


4.8757 


234.0912 


72.0455 


15247 


97.6526 


346.6833 


61.0427 


86.4852 


65.8812 


17686 


97.6526 


1339.5567 


72.1853 


796.6160 


208.1209 


1562 


97.6526 


132.1433 


9.7431 


321.5717 


128.6570 


1598 


97.5939 


185.8700 


2.1898 


282r2793 


272.7496 


. 18317 


97.5939 


140.9367 


67.5328 


1.9712 


55.2919 


20384 


97.5939 


279.7533 


72.4739 


103.3865 


69.6206 


15741 


97.5939 


476.2200 


11.2392 


334.4652 


172.5231 


17934 


97.5352 


699.5533 


107.9980 


282.9463 


132.3935 


14421 


97.5352 


233.6833 


3.0466 


296:7079 


85.2673 


1258 


97.4765 


38.0300 


2.3123 


5.8578 


18.8050 


20914 


97.4765 


609.3033 


54.5163 


194.0376 


184.9919 


14621 


97.4765 


358.4033 


75.0661 


185.6716 


48.4406 


17554 


97.4178 


1305.0867 


199.3923 


426.8948 


265.8351 


1058 


97,3592 


73.8733 


3.4902 


181.3813 


114.2464 


3439 


97.3005 


118.0433 


19.2757 


49.2642 


18.6145 


22918 


97.3005 


424.8267 


105.6679 


181.3232 


64.0446 


16305 


97.3005 


483.6100 


29.7459 


267.5474 


116.5921 


23625 


97.2418 


58.4067 


4.6581 


10.0970 


27.2943 


16930 


97.1831 


624.9333 


8.5900 


611.6005 


337.2550 


17421 


^ 97.1831 


368.2733 


31.6143 


[ 207.7418 


59.3039 


7123 


99.8826 


55.8400 


1 0.9998 


-4.1686 


41.9738 


3519 


99.8239 


38.1900 


4.4612 


490.3960 


267.3276 


2813 


99.7653 


1096.7600 


24.1409 


539.6765 


206.7517 


12160 


99.4131 


1389.3767 


62.5809 


337.6827 


318.4692 
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TABLE SO: CLOFIBRATE 



Attorney 



Docket No. 44921-51 13WO 



Timepoint(s): 


24 nrs 






:.:'>: - Document No. 1926271 .2 




lua ocore 


Mean Tox 


oU I OX . . 


Mean* Nontax ,- 


SD Nontax r 


3260 


99.3545 


684.5567 


66.0123 


198.4989 


93.1318 


19302 


99.1784 


85.4733 


12.2274 


16.4792 


24.491 1 


3917 


99.1197 


2866.8700 


148.8604 


862.1701 


505.7676 


16533 


99.1197 


241.0633 


1.6043 


384.1025 


145.8376 


6380 


99.0023 


1430.6733 


198.7886 


221.7456 


171.4922 


6821 


99.0023 


284.2100 


22.1768 


66.1969 


72.9430 


22416 


99.0023 


674.3833 


100.0630 


96.8322 


90.3434 


3860 


98.9437 


896.5467 


107.3461 


309.0303 


129.9294 


5602 


98.8850 


928.2033 


90.6587 


116.3652 


146.9399 


6231 


98.8850 


57.3500 


0.4115 


88.3962 


40.4889 


16190 


98.8850 


835.4533 


82.7975 


289.6993 


126.7727 


21010 


98.8850 


1508.1900 


98.9161 


745.8994 


218.4343 


17935 


98.8850 


1866.9533 


173.8040 


678.9870 


328.3465 


9196 


98.8263 


355.3567 


9.4751 


216.7616 


63.5039 


10909 


98.7676 


3162.6233 


151.9082 


1845.7547 


401.2905 


6805 


98.7676 


68.7300 


0.3045 


60.1948 


19.7184 


19993 


98.7089 


764.1867 


82.2544 


317.9153 


115.1916 


2888 


98.7089 


3507.0500 


243.6588 


1116.4575 


603.3123 


14267 


98.6502 


1738.6967 


234.0992 


634.8278 


257.1005 


24070 


98.6502 


346.2900 


3.4814 


479.8097 


112.9374 


( 15582 


98.5915 


10463.1100 


3121.3073 


1627.2295 


[ 1452.3617 


5887 


98.5329 


217.9267 


84.4135 


4.4335 


55.7518 


26109 


98.5329 


945.4767 


284.7551 


85.3862 


161.4116 


6473 


98.4742 


74.9233 


2.8917 


63.1931 


68.6283 


18962 


98.4742 


2826.8400 


178.8931 


1315.6841 


508.2349 


12095 


98.4742 


3138.2000 


758.2331 


534.9212 


625.0790 


21355 


98.4155 


2073.7667 


212.6345 


428.2977 


439.9687 


12215 


98.4155 


267.0167 


104.2771 


47.4720 


45.7414 


I 21815 


98.4155 


670.4867 


21.7670 


421 .5964 


117.4892 


22554 


98.4155 


657.0567 


180.7998 


198.7374 


147.2395 


18685 


98.4155 


102.2067 


9.8153 


23.0781 


28.2075 


18891 


98.4155 


519.8067 


137.2382 


84^752 


97.4413 


3662 


98.3568 


171.5067 


1.3204 


102.0769 


110.4175 


! 23629 


98.2981 


370.2900 


67.7560 


126.3809 


52.7398 


3926 


98.2981 


373.1767 


20.1195 


168.7968 


74.3529 


18790 


98.2981 


151.4167 


0.9135 


168.7307 


61.3388 


2841 


98.2981 


374.1467 


90.0881 


76.5498 


60.3917 


16547 


98.2394 


1048.9700 


142.9137 


353.7458 


189.8064 


16704 


98.2394 


807.1033 


240.8412 


160.1485 


155.1060 


21164 


98.2394 


584.4867 


111.7308 


232.2055 


95.0463 


14834 


98.2394 


181.2100 


2.3390 


120.6343 


45.2374 


4271 


98.2394 


253.0567 


93.0423 


42.6125 


51.3202 


18890 


98.2394 


1140.8500 


394.7012 


241.0915 


191.5364 


4196 


98.2394 


117.7167 


51.3730 


-10.8776 


36.3011 
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timepoint(s): 3, 6 hrs ; ? Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox : 


SD Tox 


Mean Nontox 


SD Noritox 


22412 


93.5807 


1127.5593 


135.6596 


687.4510 


451.5874 


11852 


92.8740 


63.5175 


12.4266 


147.6167 


54.8840 


17427 


91.8139 


288.7758 


22.3737 


545.7705 


232.8601 


21373 


91.8139 


62.8538 


5,1620 


109.8476 


48.6611 


21693 


91.8139 


350.0607 


14.3228 


336.2803 


137.1833 


10744 


91.3428 


11.8537 


3.3892 


52.7582 


48.3445 


15265 


91.3428 


698.1018 


113.4264 


488.8045 


114.8047 


15350 


91.1072 


140.5443 


5.2490 


120.3136 


42.2019 


17921 


90.9894 


57.3560 


7.7306 


119.3111 


66.1701 


923 


90.8716 


385.0977 


58.9354 


192.3747 


110.1966 


17304 


90.7538 


28.4153 


4.6158 


63.4429 


37.3422 


10743 


90.4594 


22.5848 


3.6659 


70.5827 


54.3412 


23249 


90.2827 


124.6202 


36.7508 


68.4783 


43.9673 


7395 


89.8704 


707.1298 


29.6068 


769.5506 


200.0454 


1466 


89.6938 


1789.1223 


234.4692 


1258.4357 


627.4737 


4395 


89.6938 


86.0050 


2.8422 


96.5399 


29:5506 


18640 


89.6349 


122.8850 


10.9108 


171.3774 


37.3643 


1337 


89.3993 


81.5243 


7.0307 


119.0836 


32.3865 


20514 


89.1637 


132.8838 


6.4362 


108.4319 


29.0938 


25233 


89.0459 


50.0303 


4.3968 


75.3696 


44.1437 


15301 


88.8987 


868.4626 


345.0675 


265.5803 


172.5029 


14353 


88.8693 


133.1302 


15.6083 


95.3744 


34.8615 


15300 


88.8398 


1708.3037 


686.8036 


635.0588 


331 .0936 


2134 


88.8104 


107.1275 


4.8931 


116.4131 


30.9380 


4487 


88.4570 


53.1490 


5.9876 


48.8293 


40.5729 


14970 


88.1037 


24.3523 


8.9594 


59.2892 


25.5903 


2078 


L 88.1037 


219.6467 


8.7928 


240.6535 


62.8268 


17815 


88.1037 


20.4982 


2.1789 


31.8945 


15.8000 


15801 


88.1037 


21.2353 


2.4151 


34.8124 


15.2621 


4002 


87.9859 


65.3008 


5.7888 


99.8615 


37.5638 


23248 


87.9270 


72.9943 


19.1606 


39.8388 


37.0968 


1390 


87.8681 


99.8233 


25.5902 


54^503 


52.0856 


14138 


87.8681 


14.1375 


5.5560 


28.8755 


10.6648 


19472 


87.8092 


908.1577 


62.9893 


734.851 1 


157.8265 


25430 


87.6325 


210.8078 


15.6788 


220.6985 


100.0435 


18617 


87.5736 


463.2307 


47.0050 


348.8150 


158.3572 


I 9428 


87.5147 


45.7513 


4.7585 


64.3242 


17.0707 


22413 


87.4558 


654.5188 


131.1352 


465.2526 


283.3242 


15083 


87.3969 


28.7328 


3.1989 


20.5312 


10.8788 


1567 


87.2792 


14.9968 


2.5137 


28.3072 


16.7925 


4003 


87.2792 


111.5562 


16.1788 


187.1887 


73.9261 


! 19381 


87.2203 


29.7638 


6.0615 


52.0743 


28.0603 


24783 


87.1614 


90.4567 


4.7331 


95.3836 


32.4994 


1598 


87.1319 


808.9702 


303.4781 


278.2165 


268.6375 


10098 


87.0436 


78.7097 


3.8361 


87.0675 


23.5298 


4450 


86.8669 


34.3027 


7.9808 


57.3945 


^ 17.9199 


322 


86.8080 


192.3548 


46.0267 


168.4940 


180.1103 


21042 


86.7491 


104.1663 


13.6867 


65.7023 


35.3412 


133 


86.7491 


116.3353 


13.3287 


89.0245 


73.1417 


764 


86.7491 


23.8823 


2.8761 


39.4303 


17.5398 


20026 


86.7491 


69.1867 


4.8564 


76.9460 


33.5429 


10509 


86.6902 


13.2412 


4.5900 


34.7968 


19.6105 
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TimepoSnt(s): 3, 6 hrs ■? Document No. 1926271.2 


CpLIjG ID NO. 


LDA Score 


Mean ToX 


SD Tox 


Mean Nontox 


SD Nontox 


3858 


86.5724 


19.1113 


1.9848 


28.3475 


1 1 .9202 


21707 


86.5724 


229.9568 


32.3462 


146.0480 


82.4704 


15054 


86.2780 


93.7728 


13.6184 


140.4136 


41.6656 


1063 


86.2485 


149.3288 


44.9457 


55.2649 


36.7255 


20357 


35.9835 


52.5280 


3.9112 


63.0873 


33.8292 


5747 


85.9835 


265.6762 


13.2182 


296.5204 


71.1036 


20799 


85.9246 


519.2567 


22.8434 


492.3279 


111.5609 


24861 


85.9246 


24.4133 


5.7195 


62.7094 


42.5149 


18716 


85.9246 


61.2885 


4.2598 


64.5778 


24.3073 


16249 


85.8657 


103.3362 


35.5373 


70.2610 


64.8823 


19702 


85.8657 


5.9595 


3.9737 


20.5451 


18.8994 


17382 


85.8657 


158.1082 


37.8933 


276.3096 


104.0833 


12041 


85.8657 


326.1800 


18.7156 


288.0394 


73.1620 


15360 


85.8068 


166.3585 


10.1641 


192.4487 


61.8643 


18349 


85.6890 


305.0238 


52.5981 


223.2757 


92.4045 


961 


85.6890 


150.7850 


47.4763 


282.6609 


119.6223 


16468 


85.6890 


502.2205 


32.5844 


519.8535 


169.0701 


5317 


85.5713 


588.6635 


59.8739 


693.5204 


480.0899 


15740 


85.5713 


L 114.0592 


45.7053 


352.6048 


227.2514 


9896 


85.5713 


767.0785 


32.5212 


746.0632 


176.1830 


22918 


85.5124 


134.5270 


12.0650 


182.5143 


65.8373 


19050 


85.5124 


79.4268 


6.3404 


80.9097 


30.0720 


6892 


85.5124 


65.4438 


4.7027 


76.2795 


28.6106 


4574 


85.5124 


265.1087 


25.8586 


326.7819 


129.1273 


11384 


85.4535 


21.0497 


5.0728 


31.7264 


8.8003 


17204 


85.4535 


869.0613 


78.3640 


1023.5516 


269.4653 


3865 


85.4535 


90.2352 


6.2610 


83.3816 


28.3369 


16385 


- 85.4535 


52.6325 


5.2521 


65.0346 


24.1396 


2830 


85.4535 


139.2768 


8.3344 


176.1853 


42.4611 


17997 


85.3357 


32.1122 


5.3518 


49.7896 


24.1812 


15421 


85.2768 


312.7872 


38.4804 


420.8782 


91.2034 


1813 


85.2473 


190.3855 


53.4867 


51.5203 


63.9436 


16237 


85.2179 


31.9697 


3.7499 


41.3731 


21 .4588 


9929 


85.1001 


115.7317 


27.7917 


230.7509 


125.9464 


15299 


85.0707 


1021.7645 


493.2505 


391.1357 


305.0813 


23058 


85.0412 


10.2483 


3.3435 


20.5299 


10.5735 


1859 


85.0412 


24.7162 


7.1411 


44.8545 


25.7765 


15065 


85.0412 


1626.4242 


51 .6739 


1533.4387 


237.0429 


25701 


84.9823 


62.5983 


7.3026 


87.8287 


26.0931 


17119 


84.9823 


36.1155 


4.5865 


58.4534 


27.5581 


1977 


84.9234 


144.8638 


52.7220 


288.7064 


131.1712 


16562 


^ 84.9234 


85.9415 


25.0402 


147.7955 


50 : 5242 


13682 


84.9234 


379.1212 


27.6433 


367.5142 


117.4440 


409 


84.8645 


42.7907 


3.7695 


57.9804 


18.0765 


15620 


84.8057 


35.5610 


6.9256 


60.0280 


25.631 1 


22822 


84.7468 


429.1208 


51.0752 


551.2440 


112.0350 


6505 


84.7468 


291.3338 


28.0623 


371 .3828 


[ 107.5898 


15186 


84.7468 


91.2365 


7.3397 


114.4785 


42.6276 


12241 


96.0542 


188.2453 


27.1001 


71.8070 


54.5590 


23538 


95.6419 


898.4440 


418.9555 


355.3445 


204.9339 


23104 


95.5241 


110.2058 


21.6092 


37.4120 


41.0414 


4917 


95.5241 


56.0450 


3.5156 


. 111.4324 


48.2444 
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Timepoint(s): 


;3, 6 hrs 






> Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tpx j Mean Nontax 


SD Nontax : 


18271 


94.9352 


63.3168 


16.0896 


182.3116 


80.0464 


10641 


94.6996 


247.5530 


29.4475 


140.2629 


58.0238 


2702 


94.3463 


1215.2992 


103.7984 


818.6211 


297.5347 


17419 


94.3463 


575.1595 


22.9764 


396.6882 


122.9476 


15229 


93.6396 


28.8687 


11.4505 


-0.2550 


17.4502 


15553 


93.4629 


612.6315 


72.3804 


416.0397 


109.1771 


6284 


93.4040 


22.9415 


3.9528 


46.2227 


19.0673 


12482 


93.2273 


40.7012 


2.4657 


60.8810 


57.2533 


8132 


93.2273 


254.5405 


10.4483 


184.5154 


53.7274 


2809 


92.9329 


142.8957 


27.7012 


84.6133 


31.1948 


9712 


92.6384 


33.2257 


7.2070 


85.4964 


42.9667 


5203 


92.6384 


54.9182 


3.3346 


79.2144 


24.9854 


3356 


92.2261 


566.2232 


18.4679 


468.5973 


150.6453 


9277 


91.8728 


199.2807 


17.4186 


134.7743 


41.9742 


22084 


91.5783 


70.5940 


6.6385 


111.5554 


34.5551 


10090 


91.5783 


3.1720 


9.6298 


49.5668 


33.2090 


18574 


91.5783 


214.7955 


11.1944 


279.2698 


51 .9580 


18390 


91.4605 


7.5762 


3.7336 


34.6263 


20.8933 


22210 


91.2250 


755.6450 


103.7570 


530.5854 


130.2167 


19938 


' 90.8127 


788.2693 


98.4764 


528.5212 


141 .7086 


17618 


90.6360 


123.8568 


4.0646 


149.6395 


32.8621 


7111 


90.6360 


207.9167 


15.0404 


273.7780 


52.0534 


22416 


90.5771 


30.7443 


8.8503 


99.3401 


96.7307 


20620 


90.2827 


37.6255 


4.1899 


57.1850 


28.6997 


6454 


90.1060 


631.0925 


48.3969 


469.2270 


105.7770 


12731 


90.0471 


254.0265 


58.9735 


102.1312 


103.9434 


11446 


89.9882 


660.0192 


85.5647 


491 .5924 


107.3364 


23350 


89.9882 


189.9230 


9.3693 


225.2275 


56.0363 


j 18235 


89.8704 


64.0578 


6.9852 


93.0946 


25.2113 


11502 


89.8704 


669.0290 


48.2972 


887.8573 


198.8849 


26064 


89.8704 


167.9388 


6.8488 


191.1827 


73.7287 


12616 


89.7527 


16.0208 


3.0191 


28^799 


18.9245 


13129 


89.6938 


35.4065 


2.9943 


34.6713 


25.5884 


19995 


89.6349 


22.4903 


5.4530 


32.3832 


63.5385 


| 16088 


89.6349 


131.1570 


11.1411 


182.5977 


48.5917 


5494 


89.5171 


218.2197 


33.9335 


142.3331 


68.6098 


| 7414 


89.4582 


839.2802 


82.2847 


620.4140 


162.1681 


22415 


89.3993 


3778.0120 


742.8499 


2120.6600 


1254.2668 


i 4916 


89.3993 


17.5637 


6.9990 


53.9860 


28.8164 


20687 


89.3404 


140.5003 


17.5675 


238.0900 


89.8516 


9475 


89.3404 


68.9792 


21.7701 


175.2288 


86.6938 


9983 


89.3404 


71.8940 


3.7545 


94.4446 


27.0007 


15938 


89.2815 


1132452 


10.6076 


158.1012 


38.4451 


22443 


89.2815 


233.1810 


30.7187 


166.9082 


123.6661 


17632 


89.2226 


123.3417 


9.4991 


85.4347 


35.9971 


24288 


89.2226 


61.4605 


6.4906 


39.3367 


18.9636 


24070 


89.2226 


530.1833 


22.4547 


478.9819 


113.3202 


22056 


89.2226 


1802.8800 


91.5507 


1909.3581 


481.5938 


14449 


89.1637 


15.9823 


2.0429 


22.8692 


19.3368 


16338 


89.0459 


170.5025 


21.8708 


115.0753 


40.6387 


16053 


89.0459 


709.9675 


103.3186 


460.3173 


203.1860 


6898 


88.9870 


80.0023 


3.4948 


94.1351 


31.2348 
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T! ■ a 

Timepoint(s): 


3, 6 hrs 






Document No. 1926271.2 


IjLCjLr lU NU. 


llja Score 


Mean Tpx 


SD TOX 


Mean Nontox 


SD Nontox 


7724 


88.9870 


107.7635 


9.5625 


88.3169 


33.5861 


14589 


88.9282 


347.9898 


32.4203 


294.5916 


141.4829 


7224 


88.8693 


516.9022 


35.6486 


462.2831 


167.1778 


11732 


88.8104 


23.3618 


5.7022 


7.3092 


14.2492 


22453 


88.751 5 


59.6845 


12.4937 


94.5985 


26.7784 


18156 


88.7515 


49.8368 


3.9268 


62.1932 


40.3136 


9588 


88.6337 


26.8055 


9.6616 


-20.3271 


35.3081 


23852 


88.6337 


82.1110 


40.0930 


205.3185 


84.4766 


15172 


88.5159 


493.7010 


36.1240 


393.6016 


114.6133 


\ 6329 


88.4570 


2439.2237 


168.3088 


2293.0474 


1070.4157 


18932 


88.4570 


22.4808 


6.2624 


50.8212 


28.2685 


3201 


88.3981 


119.6852 


11.3115 


96.3528 


45.2290 


20553 


88.3392 


106.6995 


23.5750 


180.7033 


49.8297 


11525 


88.3392 


186.3997 


16.6302 


255.8760 


62.4409 


15577 


88.3392 


1522.2555 


88.3661 


1442.1552 


441.5868 


23456 


88.2803 


115.3662 


15.6595 


167.3335 


45.3647 


7745 


88.2803 


317.2235 


31.0554 


279.5446 


136.6239 


5683 


88.2214 


138.1932 


14.3435 


96.5277 


32.0377 


17680 


88.1625 


1419.5577 


138.0836 


1004.1005 


317.1966 
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TABLE 5Q: DICLOFENAC Attorney Docket No. 44921 r5113WO 

Timepoiht(s): 24 hrs H Document No. vl 926271 .2 



GLGC ID NO. 


LDA Score 


Mean Tox- : 


SD Tox • 


Mean Nbntox : 


SD Nontox ■■ 


16108 


99.9413 


262.6767 


9.4241 


130.6255 


26.0670 


12788 


99.8826 


105.2200 


4.0654 


12.2412 


22.3975 


19831 


99.7653 


295.4533 


15.2742 


107.0780 


30.8440 


18468 


99.7653 


217.3300 


4.9501 


66.8071 


47.1252 


15487 


99.7066 


184.3267 


4.5509 


92.4424 


31.3691 


16416 


99.7066 


709.8500 


13.7428 


276.3873 


105.4039 


23949 


99.6479 


176.0833 


38.1087 


58.2929 


15.1933 


16109 


99.6479 


682.0967 


59.0879 


296.5891 


83.3425 


15087 


99.5892 


318.6133 


2.5647 


185.2999 


49.1941 


18060 


99.5892 


266.0167 


1 .7936 


173.9308 


38.3627 


14332 


99.5892 


28.7667 


0.8303 


84.9370 


51 .2555 


6968 


99.5305 


66.6400 


6.3804 


1 54.9307 


34.0216 


24196 


99.4718 


112.6067 


9.9714 


18.3402 


17.2368 


1466 


99.4718 


6214.3233 


1170.1373 


1244.7227 


551 .9550 


17517 


99.4718 


2260.9667 


370.7248 


546.9565 


147.2898 


15154 


99.4131 


1284.3433 


191.0028 


480.7099 


162.7620 


15932 


99.4131 


349.2267 


45.3397 


135.5688 


34.0779 


17884 


99.4131 


279.5433 


29.3035 


118.3868 


31.6189 


7602 


99.4131 


1032.7867 


142.8627 


348.3716 


91.9344 


1624 


99.4131 


54.1900 


5.1738 


138.4919 


34.2813 


699 


99.3545 


131.5100 


6.9219 


344.7215 


110.0629 


24195 


99.3545 


78.4000 


22.0253 


-3.9721 


16.7872 


6362 


99.3545 


181.6467 


14.9433 


76.0896 


29.2703 


11493 


99.2958 


320.1867 


37.4460 


32.9403 


50.8959 


9527 


99.2371 


6.8200 


0.3297 


27.5534 


16.0898 


10306 


99.1784 


2096.3300 


361.0449 


648.5352 


224.3538 


20719 


99.1784 


338.1467 


84.5782 


99.3377 


30.7008 


17885 


99.1197 


725.6833 


136.3395 


247.3416 


69.8406 


20735 


99.1197 


2313.2267 


163.4511 


1011.4493 


340.3786 


19326 


99.0610 


359.8633 


58.0325 


149.9240 


42.1937 


16119 


99.0023 


19.9767 


0.2359 


57.3351 


35.3164 


18327 


99.0023 


166.8700 


25.9027 


51-3620 


21.2571 


20600 


99.0023 


35.6167 


5.7810 


212.9031 


192.2030 


22739 


98.9437 


237.2733 


14.8159 


115.1230 


33.3217 


18469 


98.9437 


112.4967 


13.9007 


33.4491 


17.5752 


23950 


98.9437 


236.4933 


43.1258 


86.7057 


22.8829 


1571 


98.8850 


1172.5900 


51.5007 


575.1040 


170.4750 


16367 


98.8850 


169.9700 


14.5836 


623.7902 


286.8608 


21103 


98.8850 


389.5233 


60.7115 


177.3793 


49.3847 


5655 


98.8850 


91.5233 


10.3413 


22.7893 


21.0442 


1973 


98.8850 


73.2533 


27.3053 


264.5682 


i 75.3572 


j 25652 


! 98.8850 


104.4100 


44.6306 


18.0562 


1 1 .2892 


24536 


98.8263 


3684.5567 


721.3126 


1387.2326 


425.2253 


24665 


98.8263 


557.3000 


152.8151 


107.6067 


74.9965 


5656 


98.8263 


96.8667 


12.7698 


39.2514 


12.2985 


20443 


98.8263 


275.0333 


28.2966 


135.9470 


37.3178 


24885 


98.7676 


3258.2800 


68.1985 


2076.6222 


502.2023 


7096 


98.7676 


156.8833 


16.3696 


58.3153 


24.0875 


25260 


98.7676 


199.5767 


39.2803 


63.9379 


27,9105 


1598 


98.7089 


2261 .2200 


I 522.0235 


274.9718 


244.7970 


11494 


98.7089 


949.9200 


211.0720 


167.7890 


137.5266 


11153 


98.7089 


105.8933 


13.4936 


277.4587 


83.7212 
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TABLE 5Q: DICLOFENAC 



Timepoint(s): 24 hrs Document No. 1926271.2 




LDA Score |MeanTpx 


SD Tox 


Mean Nontax 


SD Nontax 


21102 


98.7089 


220.8600 


56.5936 


61.6536 


23.1949 


765 


98.7089 


-8.6333 


4.7498 


22.1721 


14.7762 


25691 


98.5915 


3766.8633 


181.3287 


2251 .5785 


450.5015 


20803 


98.5915 


551.2900 


1 .3097 


522.7399 


128.0870 


20994 


98.5915 


345.5267 


24.6122 


158.5445 


59.3910 


25313 


98.5329 


442.6467 


160.0461 


183.8938 


63.1301 


1058 


98.5329 


29.9100 


12.7890 


181.5361 


114.0689 


19781 


98.4742 


9.8767 


0.5561 


36.4140 


25.2147 


18069 


98.4742 


141.5800 


37.5591 


27.6363 


24.0765 


16825 


98.4742 


196.6367 


63.3572 


45.4445 


23.1327 


18647 


98.4742 


1543.4200 


350.1783 


442.8530 


210.3097 


21707 


98.4742 


480.3600 


100.2809 


145.4618 


80.0949 


3512 


98.4155 


276.2100 


16.8023 


145.6253 


45.4029 


11210 


98.4155 


122.4367 


19.3103 


37.5813 


18.6018 


2367 


98.4155 


104.8400 


7.6764 


207.7478 


53.5412 


20734 


98.4155 


1981.3667 


106.5315 


965.1727 


333.4310 


22903 


98.4155 


323.6200 


8.3818 


206.5544 


53.3563 


15281 


98.3568 


1092.1567 


200.9835 


544.4340 


173.1754 


17657 


98.3568 


116.9633 


37.5118 


24.8545 


25.6083 


20601 


98.3568 


97.5500 


21.0673 


381.6790 


303.8763 


463 


98.2981 


83.1433 


7.4122 


41.1223 


13.3364 


18578 


98.2981 


37.6767 


5.2853 


137.7602 


102.2865 


23282 


98.2981 


903.4667 


161.1567 


432.6129 


89.8193 


15933 


98.2981 


383.1667 


73.4013 


173.1382 


42.1212 


23274 


98.2981 


1319.6833 


39.2758 


947.7594 


180.8513 


11152 


98.2981 


17.4733 


6.9543 


96.9594 


45.7025 


1858 


98.2981 


296.3200 


109.0061 


43.1450 


208.6092 


1869 


98.2394 


80.2433 


14.5395 


703.9560 


394.0265 


23248 


98.2394 


214.3833 


84.2552 


39.4577 


35.4542 


9254 


98.2394 


45.0433 


5.7977 


104.3503 


30.1113 


8097 


98.2394 


1960.3533 


223.1961 


1036.8306 


273.1629 


18726 


98.1221 


58.9367 


6.6889 


194,6925 


85.2564 


17634 


98.1221 


-9.0567 


5.1344 


83.4851 


63.7521 


1070 


98.1221 


73.6467 


32.0118 


-2.9400 


15.5261 


17916 


98.0634 


135.1533 


16.6003 


63.5390 


19.5113 


659 


98.0634 


98.8300 


10.1501 


43.0532 


16.6373 


8829 


98.0634 


1723.2833 


319.9892 


775.8092 


221.8899 


3131 


98.0047 


31.7667 


3.7346 


102.0925 


52.6305 


8592 


98.0047 


70.3300 


. 8.6944 


153.6617 


49.8128 


8898 


97.9460 


495.6567 


36.2144 


872.7606 


191.6260 


19942 


97.9460 


318.8033 


56.2034 


146.0960 


41.9082 


13543 


97.9460 


582.3767 


98.5960 


320.5599 


69.7998 


25513 


97.8873 


3112.2933 


1717.2420 


754,4806 


282.0908 


26033 


97.8873 


134.2867 


37.6508 


13.2036 


33.0809 


18430 


97.8873 


291.5600 


122.2924 


71.9104 


41.8628 


17378 


97.8873 


630.6667 


215.8998 


218.2343 


67.5782 


2744 


97.8873 


643:8033 


187.0776 


314.1227 


83.8839 


u 15189 


97.8286 


11711.3967 


1685.4384 


3855.1649 


2027.8392 


8062 


99.8826 


220.4833 


1 1 .5721 


501.1573 


93.3942 


7584 


99.8826 


46.9800 


40.9716 


568.5319 


306.3005 


9259 


99.7653 


53.6733 


2.7703 


13.1555 


14.6680 


16756 


99.7066 


1286.0133 


30.7180 


665.5618 


128.7828 
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TABLE 5Q: DICLOFENAC 




; Attorney Docket Nb. 44921 -51 13WO 


Timepoint(s): 


24hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontax 


SD Nontax ? 


10308 


99.5892 


2296.4000 


118.4885 


1175.1734 


275.6680 


6005 


99.5892 


591.2200 


25.7498 


1475.1649 


307.9363 


16063 


99.5892 


272.2167 


22.5764 


97.4105 


49.4760 


18417 


99.5892 


1076.9500 


153.9791 


333.7123 


152.3269 


8167 


99.5305 


765.0067 


9.2115 


433.4956 


172.4484 


15900 


99.5305 


923.1633 


56.8189 


426.9497 


90.3111 


23320 


99.5305 


30.4267 


26.3660 


293.2477 


93.6614 


10446 


99.4718 


174.9900 


4.5640 


56.481 1 


48.4426 


17887 


99.4718 


268.6433 


17.8188 


551 .7264 


116.6793 


6392 


99.4131 


738.0133 


69.8306 


327.1317 


71.4237 


17768 


99.4131 


1571.4367 


238.8069 


598.5951 


140.7505 


18565 


99.3545 


58.2767 


9.9327 


268.1059 


110.9410 


23824 


99.2958 


731.9400 


73.1746 


282.7541 


85.4782 


23162 


99.2958 


32.0067 


12.8015 


420.7301 


302.0449 


13461 


99.2958 


236.4100 


24.6253 


27.3512 


33.6029 


16905 


99.2958 


1.3467 


1.8068 


59.3420 


29.6663 


11502 


99.2371 


394.1267 


30.2032 


888.0548 


197.2449 


24338 


99.2371 


126.2800 


/ 3.8211 


238.9567 


l 49.2417 


3875 


99.2371 


229.2767 


0.7414 


176.4909 


42.1222 


23370 


99.2371 


2.9867 


3.6322 


137.0977 


74.6839 


2750 


99.1784 


4545.3433 


1188.5866 


1317.4974 


527.0546 


1506 


99.1197 


1341.1133 


401.1156 


425.0811 


88.1039 


4952 


99.1197 


3111.8967 


570.5449 


930.6166 


350.7298 


19271 


99.1197 


633.3433 


35.5834 


278.9459 


94.9226 


16253 


99.1197 


39.6467 


37.9096 


290.2083 


79.6585 


16 


99.1197 


34.8900 


30.3617 


329.5752 


130.2743 


23159 


99.1197 


840.3633 


738.5439 


566.6281 


277.2732 


23076 


99.0610 


686.8900 


67.5499 


304.6201 


87.1310 


13029 


99.0610 


74.7267 


4.0795 


185.9500 


64.3329 


8775 


99.0610 


183.4767 


19.8248 


77.4781 


23.7123 


11465 


99.0610 


-1.2800 


20.1586 


154.6933 


79.1419 


6479 


99.0023 


76.8267 


7.8311 


422^7819 


208.9902 


24375 


99.0023 


945.6167 


40.8373 


513.2084 


155.0174 


2296 


99.0023 


130.9300 


14.2069 


478.2559 


182.7008 


18650 


99.0023 


8784.9833 


2859.2117 


1791 .0108 


833.1561 


2639 


99.0023 


-2.7933 


6.8981 


146.4013 


77.7145 


18696 


99.0023 


46.5533 


40.5579 


236.0620 


58.1105 


23015 


98.9437 


88.9733 


18.4162 


9.0373 


22.6441 


18996 


98.9437 


75.5933 


11.1745 


206.7382 


65.4538 


6615 


98.9437 


-28.2467 


9.9820 


74.8563 


77.3219 


5157 


98.9437 


2.3333 


2.1808 


39.0753 


I 17.7202 


j 9796 


98.8850 


218.1300 


2.4483 


123.7953 


56.4548 


18649 


98.8850 


579.9267 


165.2774 


119.2347 


73.0703 


I 14388 


98.8850 


1.5500 


9.3881 


121.0299 


48.5354 


17647 


98.8850 


18.5067 


3.1696 


57.5042 


20.2955 


21766 


98.8850 


22.8967 


22.9000 


152.0058 


48.1511 


23369 


98.8850 


-20.3967 


18.0798 


131.7584 


80.3646 


24229 


98.8263 


219.3200 


55.1317 


1969.0252 


1246.5959 


4179 


98.8263 


615.1967 


330.3182 


257.0174 


78.2319 


I 9546 


98.7676 


119.3600 


2.3157 


189.2764 


48.5388 
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TABLE 5R: DICLOFENAC Attorney Docket No. 44921 -511 3WO 



Tirhepoint(s): 


3, 6 hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score. 


Mean Tox 


SD Tox 


Mean Nontbx 


SD Nontax 


15997 


98.0588 


826.0340 


59.0069 


288.2524 


215.5546 


4843 


97.3529 


171.4200 


5.7703 


270.8865 


61.1961 


21423 


97.2353 


767.1960 


3.3008 


837.8807 


180.4670 


16982 


97.0000 


5283.9420 


1607.9535 


1604.3032 


936.2529 


15995 


96.5294 


554.2340 


54.8668 


230.5582 


172.2650 


3562 


96.4706 


31.7660 


3.2035 


15.2120 


1 1 .6375 


6535 


95.5294 


244.6100 


5.2007 


319.3652 


65.6488 


23716 


95.3529 


125.2560 


20.6795 


69.9142 


23.2349 


16825 


95.2941 


105.0640 


30.7344 


45.6274 


24.5193 


409 


95.1176 


49.8340 


0.7321 


57.9211 


18.1022 


15642 


94.7647 


1667.7720 


237.8846 


928.0718 


322.7991 


15437 


94.3529 


38.3060 


9.6020 


15.0678 


13.0954 


20714 


93.9412 


193.3060 


14.3504 


150.3837 


193.3552 


803 


93.8824 


1490.3960 


277.2356 


698.1026 


358.7400 


15956 


93.8235 


79.6120 


5.1388 


132.9290 


46.4166 


25701 


93.4706 


50.7440 


5.4983 


87.8688 


26.0119 


16844 


93.2941 


535.9560 


20.7578 


794.7663 


275.2608 


4647 


93.1765 


110.5720 


15.7483 


213.8609 


64.1971 


619 


93.1176 


34.8560 


4.2013 


98.4216 


66.1255 


764 


93.1176 


23.5260 


1.3006 


39.4141 


17.5368 


15050 


93.0000 


266.1380 


7.0540 


291.6265 


64.7396 


7898 


92.9412 


4403.5940 


356.9157 


3210.8833 


1139.2300 


22646 


92.7647 


128.8320 


7.2978 


171.8450 


65.2188 


16901 


92.7059 


81 .2320 


14.8642 


166.2463 


71.1474 


24423 


92.5294 


28.0960 


5.1840 


59.9372 


32.5082 


1285 


92.2941 


57.0920 


6.7314 


103.8595 


35.7669 


16683 


92.2353 


215.6160 


12.7928 


293.6630 


83.3773 


18078 


92.1176 


13.9440 


5.6452 


49.8211 


33.5197 


17148 


92.0588 


4046.1240 


582.7279 


2107.7443 


1194.3925 


20467 


92.0588 


34.8760 


3.3449 


11.9471 


20.7112 


1797 


92.0000 


1285.7880 


256.0118 


582.0526 


480.9576 


804 


91.9412 


1677.1100 


257.0225 


990,9331 


375.1230 


15115 


91.9412 


46.3800 


1.7899 


59.9389 


19.0711 


1727 


91.8235 


803.9620 


121.0124 


423.6740 


287.1111 


16836 


91.4706 


90.4640 


5.8017 


124.3075 


27.2421 


354 


91.4118 


851.4500 


161.0263 


511.2026 


322.4322 


21980 


91.4118 


132.1880 


8.0094 


185.6866 


49.5955 


24205 


91 .3529 


35.0700 


11.6433 


73.0909 


23.8926 


24707 


91.2941 


270.2980 


42.9794 


179.3491 


101.2649 


23213 


" 91.2941 


9.7320 


3.5110 


30.4460 


15.9136 


2012 


91.2353 


53.6220 


10.9376 


116.7216 


43.8181 


18209 


91.2353 


123.6600 


8.4619 


173.5175 


51.8796 


8267 


91.1176 


232.4960 


L 42.0362 


239.6952 


294.4274 


1031 


91.1176 


15.3760 


2.7154 


32.8070 


15.5966 


20849 


91 .0588 


407.9500 


19.8822 


521.9688 


141.6467 


19411 


91.0588 


42.3540 


1.9420 


36.9832 


14.3037 


17147 


91.0000 


3311.7880 


514.8764 


1697.0607 


964.8008 


21800 


91 .0000 


41.5840 


11.7546 


84.7011 


26.9030 


7459 


90.8824 


2186.5640 


351.2291 


1490.9951 


427.3068 


20082 


90.8824 


701.9300 


82.3412 


453.9414 


166.6937 


2013 


90.8824 


8.5880 


7.2691 


53.8190 


35.6289 


2070C 


90.8824 


3895.1080 


214.2973 


3023.2394 


1101.1035 
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TABLE5R: DICLOFENAC; 




Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


3, 6 hrs 






Document No. 1926271.2 


GLGC1D NO. 1 


_DA Score I 


Mean Tox ! 


3D Tox , : : I 


Mean Nontox - * 


SDJMontox U: 


8268 


90.7647 


445.5080 


130.0038 


385.7590 


495.4453 


11153 


90.7059 


196.8420 


11.6490 


277.3274 


84.2096 


1804 


90.6471 


9842.6460 


1999.5708 


6177.5933 


2275.0163 


8266 


90.6471 


2769.4120 


236.9014 


2077.0665 


956.9428 


25681 


90.4706 


6266.0780 


588.7647 


4419.9264 


1287.5265 


18142 


90.2941 


4775.1940 


826.5869 


3111.3518 


1001.5151 


8269 


90.2941 


373.3020 


96.8474 


335.8584 


373.0083 


21905 


90.2941 


41.3340 


0.9663 


48.1480 


12.0710 


16274 


90.2353 


5973.9420 


591.2444 


4181.5126 


1399.0804 


21115 


90.1176 


113.6260 


44.0196 


40.2685 


45.8280 


1973 


90.0588 


157.9380 


26.0719 


264.5202 


75.8486 


23368 


90.0000 


10.0920 


4.3366 


42.3814 


35.1663 


10499 


89.9412 


40.1980 


2.0628 


34.6105 


22.6457 


1801 


89.8824 


136.5820 


12.9346 


101.4897 


28.4994 


16210 


89.8824 


126.2400 


15.5000 


195.8952 


51,3143 


17374 


89.8824 


141.4000 


10.6360 


198.2308 


49.9360 


4010 


89.8235 


1750.3140 


481.7182 


779.0223 


546.1410 


16963 


89.5294 


9365.1780 


1170.0742 


6138.1053 


2562.4978 


15367 


89.4706 


103.8940 


51.0395 


228.4754 


75.8962 


10660 


89.3529 


84.7740 


9.9643 


62.6999 


19.8069 


j 16275 


89.3529 


6163.8140 


672.3289 


4309.8834 


1441.4075 


20713 


89.3529 


166.1120 


22.0551 


132.8860 


240.9176 


5666 


89.3529 


65.5660 


6.5915 


102.3993 


39.6963 


1141 


89.2941 


149.5540 


20.7324 


224.4319 


56.6984 


22726 


89.2941 


566.6960 


17.2844 


579.9561 


134.1612 


16871 


89.2353 


8.5760 


3.1918 


23.3039 


13.3647 


19469 


89.1765 


186.6180 


15.0968 


137.1066 


41.2378 


18403 


89.1176 


25.5880 


1 .9054 


41.1171 


37.8502 


24113 


89.1176 


40.6980 


5.1053 


24.6835 


17.7599 


3549 


89.0000 


253.3740 


30.6081 


359.6218 


79.4862 


15410 


88.8235 


146.7280 


18.7641 


207.8692 


49.0726 


13339 


88.8235 


265.7660 


30.8467 


377^7149 


87.3945 


14185 


88.8235 


209.2080 


19.7348 


276.2619 


178.9361 


23361 


88.8235 


186.0120 


8.4288 


176.1679 


76.4973 


20930 


88.7647 


-50.5620 


72.3773 


68.1456 


84.8508 


1805 


88.7059 


3751.3400 


460.6071 


2687.2374 


890.1063 


5319 


88.7059 


26.2060 


2.0242 


33.2407 


14.6119 


17314 


88.6471 


151.6320 


40.8978 


85.4482 


48.8598 


16681 


88.5882 


91.5760 


21.1308 


209.2707 


118.7555 


13480 


88.5882 


217.0060 


20.7764 


326.2735 


98.8945 


17815 


88.5294 


17.1920 


2.4698 


31.9005 


15.7794 


16013 


88.5294 


71.7880 


3.6470 


57.0533 


15.0736 


21109 


88.4706 


25.938C 


7.6953 


52.6209 


20.2821 


16806 


88.4706 


31.580G 


5.9544 


16.0287 


19.7782 


2573C 


> 88.4706 


261.574C 


I 34.1185 


185.2594 


114.8378 


3436 


\ 88.4116 


58.380C 


) 17.2085 


137.4567 


i 59.3245 


1845C 


) 88.4116 


\ 535.632C 


) 17.4988 


561 .9067 


125.5953 


649E 


) 88.352S 


> 20.344C 


) 3.4192 


8.1612 


12.9363 


380e 


> 97.823£ 


> 130.828C 


) 1 .2852 


I 115.6202 


49.6683 


12698 


\ 97.5882 


[ 829.272C 


) 429.5174 


I. 91 .425C 


147.4799 


595S 


> 96.4118 


\ 615.548C 


) 66.1 84S 


) 288.8192 


163.2359 


595: 


J 96.0588 


\ 864.848C 


) 150.7258 


} 337.0062 


I 167.7559 
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TABLE 5R: DICLOFENAC Attorney Docket No. 44921 -51 13 WO 



Timepoint(s): 


3, 6 hrs ;• 






Document No. 1926271.2 


tjLl^v id no. 


LDA Score 


Mean Tok v 


SD Tbx 


Mean Nontox 


SD Nontox 


21561 


95.7647 


118.0140 


36.1715 


41.4323 


28.1473 


3311 


95.6471 


46.5060 


5.0135 


18.0603 


19.6836 


24163 


95.4706 


678.1280 


47.5902 


428.0980 


132.0047 


3759 


95.4118 


485.5780 


59.8923 


270.6568 


87.9803 


11256 


95.4118 


1.2920 


6.8877 


51.3665 


26.3472 


23650 


95.2353 


221.8460 


21.5557 


416.0473 


135.5475 


22666 


95.0588 


423.1080 


85.2730 


185.4106 


115.1999 


14561 


94.9412 


311.8480 


36.7591 


194.2015 


53.7826 


10367 


94.8824 


120.3600 


18.2285 


69.4403 


24.2994 


8522 


94.8824 


342.8440 


75.3336 


146.7467 


L 75.4350 


22995 


94.7647 


84.7320 


18.8671 


314.3560 


210.7030 


21395 


94.3529 


34.0540 


2.6598 


19.9917 


1 1 .0623 


22667 


94.3529 


382.1560 


73.1890 


177.7571 


104.2186 


24336 


94.3529 


133.6900 


6.1743 


94.3027 


38.3550 


13370 


94.2941 


-2.8540 


11.4398 


50.3266 


28.4989 


2383 


94.0588 


125.8400 


16.2193 


73.4904 


27.6864 


8224 


94.0588 


79.6840 


14.1875 


40.8168 


33.0448 


18565 


93.9412 


142.0080 


15.7648 


268.1071 


111.3459 


20036 


93.8235 


42.4280 


4.3887 


23.2912 


17.2434 


15500 


93.6471 


347.3040 


10.2662 


450.1255 


95.1827 


22535 


93.6471 


1107.8800 


109.9265 


745.1345 


217.8967 


806 


93.5882 


5143.5800 


584.2847 


2834.4181 


1194.4464 


23858 


93.5882 


259.4360 


21.1028 


175.0844 


65.7803 


3375 


93.5882 


743.2500 


243.2110 


368.8931 


188.4166 


19782 


93.5294 


446.6920 


87.8661 


189.6888 


130.8051 


7503 


93.4706 


73.4260 


6.9356 


21.7775 


39.1796 


6060 


93.3529 


143.4620 


14.0556 


239.8987 


65.2990 


13097 


93.3529 


327.6080 


33.0708 


59.2905 


176.6047 


13634 


93.2941 


4970.6460 


458.2785 


2856.1650 


1040.4350 


7054 


93.2941 


106.2580 


13.9637 


46.5483 


42.6082 


23657 


93.2353 


76.4320 


14.6981 


173.5696 


67.4407 


1924 


93.1765 


607.2200 


84.7294 


376.3173 


109.8602 


3641 


93.1765 


151.6080 


14.6941 


100.2653 


52.0244 


2102 


93.1176 


201.1640 


19.4746 


391.7164 


166.6497 


10767 


93.0588 


131.8180 


5.7552 


92.3528 


41 .6437 


26149 


93.0000 


574.7160 


156.5629 


225.8444 


361 .2938 


8153 


92.9412 


35.6380 


9.9614 


75.1321 


22.8981 


14803 


92.9412 


102.7480 


7.7188 


64.0599 


30.1321 


17722 


92.8824 


358.4340 


19.4289 


260.7384 


65.6894 


1923 


92.8824 


556.0920 


53.0151 


347.1122 


159.1480 


24604 


92.8824 


169.2980 


25.8446 


79.5402 


72.7852 


22876 


92.7647 


171.1600 


31.9013 


104.4064 


35.5726 


9000 


92.7647 


358.8980 


25.7662 


252.5714 


58.5053 


5977 


92.6471 


186.0860 


6.9527 


151.7047 


39.6018 


4703 


92.6471 


^ 572.1520 


26.7575 


586.9418 


317.0299 


11636 


92.5294 


106.6080 


38.9173 


-7.2448 


93.3543 


22276 


92.5294 


26.7380 


3.3845 


52.4777 


24.4458 


13666 


92.4706 


27.2520 


7.5626 


4.3979 


14.9311 


3542 


92.4706 


92.9880 


6.7277 


63.7227 


26.3338 


8062 


92.4706 


361.0980 


25.2365 


500.9905 


94.3565 


3598 


92.4706 


41.2500 


12.2239 


18.3980 


14.5737 


19591 


92.4118 


127.9460 


16.2099 


240.7742 


81.1001 
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TABLE 5R: DICLOFENAC 


- .. .. • 


Attorney Docket No. 44921-5113WO 


Timepoint(s): 3, 6 firs 






Document No7 1926271 .2 


GLGC ID NO: 


LDA Score 


Mean Tdx 


SDTox 


Mean.Nontox 


SD Noptox ; 


21600 


92 3529 


58.5040 


8 8910 


34.1521 


46 0072 


19383 


92.2941 


80.7100 


29 2760 


141.6222 


32.9633 


7460 


92.2941 


10091.8120 


685 0072 


6851 .4357 


2367.8821 


18230 


92.2353 


88.4940 


4.8816 


83.5810 


34.4264 


4521 


92.2353 


204.0200 


; 16.5341 


304.7366 


86.4336 


8512 


92.2353 


28.8380 


6.9534 


7.9364 


14.0049 


14937 


92.1176 


17.5720 


10.5584 


61.5092 


29.7618 


26218 


92.1176 


496.4460 


34.3047 


362.3677 


165.2483 


16128 


92.1176 


347.6820 


114.2463 


287.0447 


64.8866 


18222 


92.0588 


17.6340 


2.8184 


29.1755 


22.5905 


11367 


92.0000 


183.7920 


11.0895 


266.9373 


72.3475 


10315 


92.0000 


298.1620 


38.2427 


189.7138 


61.3591 
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TABLE 5S: DIFLUNISAL :® / ^ v ^ Attorney Docket No. 44921-51 13WO 



Timepoint(s): 


6, 24 hrs 






■ Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox : 


SD Nontox 


12070 


95.2353 


63.3516 


5.0048 


35.0426 


17.6927 


12788 


94.6471 


46.2570 


6.9659 


12.3693 


22.9425 


19675 


94.1765 


31 .8754 


2.3512 


13.5278 


16.0099 


17541 


94.1176 


2527.1340 


54.1627 


2946.1637 


1078.7944 


11984 


93.9412 


35.2354 


4.7433 


83.4905 


35.4211 


20767 


93.8235 


492.4424 


127.4043 


260.7840 


119.1007 


24453 


93.8235 


15.1770 


4.1172 


39.2706 


18.4295 


14822 


93.4706 


548.9346 


84.6067 


333.6542 


105.0370 


16346 


93.4706 


265.5758 


34.3532 


160.5167 


65.9398 


20359 


93.4118 


26.1094 


2.3408 


52.2256 


28.0084 


18192 


93.3529 


33.2954 


4.6936 


17.8724 


10.5658 


7064 


93.1765 


2238.6596 


142.9295 


1579.0463 


406.6310 


1045 


93.0588 


108.3092 


6.4735 


84.5083 


27.3299 


21015 


93.0000 


2880.4512 


289.3375 


4929.6664 


1485.1979 


13683 


92.8824 


186.9748 


5.8468 


236.9892 


54.6557 


21097 


92.6471 


824.7478 


51 .3347 


691.8976 


479.2111 


14066 


92.5882 


65.7756 


4.1972 


100.2692 


28.4131 


24490 


92.5294 


24.7240 


4.3812 


55.3548 


25.9396 


16697 


92.4706 


16.1002 


0.7866 


25.2675 


14.3291 


17604 


92.4118 


136.1668 


12.7776 


90.9499 


28.4317 


17530 


92.4118 


62.1444 


17.8968 


148.7118 


65.5848 


13646 


92.4118 


2003.4206 


90.0018 


1617.4579 


287.0186 


15052 


92.2353 


460.7888 


111.2337 


894.1052 


251 .8300 


21866 


92.2353 


110.8446 


6.8622 


169.9155 


56.8940 


16947 


92.2353 


212.5984 


20.9935 


346.4096 


139.8368 


8317 


92.1765 


183.1958 


5.7401 


244.3411 


102.2489 


1546 


91 .5882 


66.3914 


5.2118 


108.0682 


45.6862 


20192 


91.5294 


18.9402 


1.3924 


32.9884 


19.3228 


1567 


91.4118 


7.9818 


2.1125 


28.3328 


16.7478 


16257 


91 .2353 


94.5538 


21.5005 


213.1527 


82.5703 


25405 


91.1765 


59.7474 


8.9092 


51.5183 


| 37.9142 


2632 


91.1176 


356.2594 


47.7952 


269r4014 


51.7615 


18369 


90.8824 


33.8492 


2.8943 


43.8158 


39.9268 


15667 


90.5294 


1660.9784 


168.0180 


2687.4202 


869.5041 


15011 


I 90.4706 


205.2998 


12.0578 


170.5749 


60.9648 


1288 


90.4118 


7.0232 


13.9453 


42.7035 


21.7840 


1583 


90.4118 


165.1708 


15.3889 


122.6115 


42.8267 


20653 


90.4118 


18.0720 


1 .4335 


^ 29.3127 


18.8056 


818 


90.4118 


1273.8784 


241.4537 


2884.3043 


1768.6393 


19650 


90.3529 


79.6952 


27.7541 


16.8221 


41.5008 


20939 


90.2941 


759.2784 


99.9913 


545.9102 


181.2209 


4439 


90.2941 


130.2570 


39.4109 


243.7727 


73.9240 


1311 


90.1765 


37.8100 


3.0168 


28.3408 


15.1356 


18501 


90.1176 


325.2736 


40.7792 


177.8471 


108.1244 


17271 


90.0588 


32.3204 


4.2980 


22.3272 


9.0356 


11755 


90.0588 


345.6334 


91.9849 


685.7039 


303.2027 


1623 


90.0000 


63.1434 


2.8573 


53.9278 


13.9368 


24545 


90.0000 


33.6966 


1.9916 


37.2921 


19.1178 


15203 


89.9412 


309.0782 


16.7837 


254.9091 


58.6951 


11905 


89.9412 


27.1464 


4.7626 


57.9067 


27.2194 


15069 


89.8824 


632.2906 


23.1296 


766.1136 


349.0963 


13499 


89.8824 


69.0778 


5.9918 


86.7119 


55.1050 
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TABLE 5S: DIFLUNISAL Attorney Docket No. 44921-51 13WO 



Timepoint(s):. 


6,24hrs 






Document No. 1926271.2 


GLGC ID NO. 


LD A Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nbhto* 


14964 


89.7647 


134.4992 


9.5713 


296.6224 


224.8588 


180 


89.7647 


17.4974 


1.5899 


20.5597 


14.8596 


17061 


89.7059 


173.1178 


28.9576 


270.6493 


69.5579 


25168 


89.6471 


19.7000 


13.0775 


23.7797 


9.1425 


24253 


89.6471 


13.2066 


7.7438 


36.5161 


16.0792 


9183 


89.6471 


32.7810 


2.2456 


25.8186 


17.2458 


811 


89.5882 


47.0396 


12.5280 


93.4614 


41.9238 


19 


89.5882 


905.6292 


48.7496 


711.4101 


213.6619 


18911 


89.5882 


17.8428 


1.3425 


27.0422 


13.3972 


21951 


89.5294 


209.3348 


38.2333 


139.5234 


49.5815 


4307 


89.5294 


31.0162 


10.9186 


8.0462 


15.4679 


812 


89.5294 


26.1996 


6.5135 


54.7962 


23.8784 


2078 


89.4118 


153.0102 


29.7976 


241 .0208 


62.4225 


12859 


89.3529 


51.0708 


3.2438 


72.9180 


39.8200 


15807 


89.3529 


23.0504 


3.8111 


48.5270 


24.0075 


24707 


89.2353 


84.4012 


12.4593 


180.4426 


101.2768 


194 


89.1765 


25.5176 


3.1026 


39.7126 


13.1077 


19190 


89.1176 


543.5510 


40.8529 


714.8037 


240.5928 


23044 


89.1176 


80.0686 


8.2207 


121.8296 


36.5878 


3847 


89.0588 


55.8592 


9.0776 


37.1163 


15.8048 


9090 


89.0588 


27.4382 


3.6594 


32.3384 


55.0390 


19962 


89.0588 


138.6404 


22.5334 


234.5901 


76.1791 


21665 


88.9412 


147.4540 


15.4606 


101.7982 


37.5863 


15309 


88.8824 


23.3434 


4.0006 


12.8790 


8.3255 


11153 


88.8235 


184.1906 


19.2511 


277.4018 


84.1262 


3446 


88.7647 


55.2722 


7.2078 


37.8205 


16.0156 


21794 


88.7059 


22.3216 


6.9784 


51.9165 


27.7184 


820 


88.7059 


385.3910 


127.1368 


1033.1495 


717.4806 


15648 


88.6471 


94.2888 


10.7951 


69.1923 


20.3168 


22412 


88.5882 


908.1716 


183.6259 


689.2592 


452.4591 


352 


88.4706 


285.9932 


68.3947 


184.7932 


129.1681 


18561 


88.4706 


105.3094 


13.8563 


7"h0405 


25.3075 


15185 


88.4118 


31.5366 


8.0907 


10.9244 


20.9318 


17494 


88.4118 


38.4202 


2.4226 


29.8873 


9.0877 


13486 


88.3529 


38.1386 


2.6642 


25.4303 


22.4339 


4524 


88.3529 


95.4054 


8.4959 


71.2510 


30.9057 


15168 


88.2353 


126.6662 


19.8373 


181.9760 


42.0077 


626 


88.1765 


172.1156 


52.0451 


89.1758 


75.1153 


22408 


88.1765 


17.7466 


25.0260 


78.2545 


40.7207 


4178 


88.1765 


59.8510 


14.8219 


178.4091 


126.0765 


2008 


88.1176 


208.7984 


168.8219 


12.9610 


39.5414 


5837 


88.1176 


38.1172 


19.8903 


90.2958 


41.0217 


14633 


88.0588 


228.8268 


98.3976 


491.2366 


204.9908 


347 


88.0588 


95.5734 


13.0116 


63;6631 


23.0370 


16081 


88.0000 


1888.0332 


261.0421 


1171.0972 


591.5437 


7636 


88.0000 


45.3042 


2.2922 


43.3031 


14.6011 


13283 


88.0000 


65.6356 


17.0042 


145.4605 


71.8438 


2007 


87.9412 


205.4314 


187.9590 


-7.1716 


44.5153 


9192 


98.7647 


2006.9858 


106.7482 


839.5277 


438.3161 


2964 


97.8235 


186.8372 


6.3988 


112.5089 


37.5268 


8759 


96.9412 


335.2268 


48.8306 


95.7051 


144.5517 


5695 


96.7647 


85.4190 


24.4462 


236.9429 


76.2305 
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TABLE 5S: DIFLUNISAL Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


6,24hrs 






Document No. 1926271 .2 


C3LGC : ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


17935 


96.5882 


1553.6122 


280.9959 


678.0350 


329.0066 


20570 


96.1176 


3.0714 


7.6880 


50.0833 


29.2768 


7382 


96.0588 


-9.4288 


3.9608 


45.5191 


45.8034 


8164 


95.8235 


200.1424 


29.3881 


106.9377 


42.4610 


19200 


95.7059 


334.9614 


15.0501 


228.4794 


85.1417 


14763 


95.4118 


1512.2030 


257.3450 


548.1563 


558.9338 


7837 


95.1765 


38.8110 


18.2225 


120.0461 


40.8680 


19359 


94.8824 


288.3560 


26.4518 


551 .8001 


192.8928 


5143 


94.8235 


20.7216 


3.2214 


71 .9196 


51.5329 


26190 


94.8235 


22.8532 


28.4634 


-173.1287 


115.5066 


7136 


94.8235 


266.0740 


42.8303 


154.3756 


45.2995 


4067 


94.7647 


579.8630 


53.5513 


344.0955 


146.0932 


18562 


94.7059 


1232.3766 


112.9914 


759.0060 


238.7734 


5440 


94.7059 


189.3476 


6.6274 


141.9659 


43.0389 


22455 


94.6471 


38.8196 


3.4435 


-53.4345 


98.2019 


15078 


94.6471 


37.2582 


5.4201 


11.1867 


20.3680 


21806 


94.5294 


51.0342 


5.9769 


98.5681 


34.3375 


21911 


94.3529 


321.7406 


30.2190 


185.6694 


73.3081 


2340 


94.1765 


259.0990 


127.6402 


-70.6144 


152.6079 


13382 


94.1176 


343.2174 


13.1956 


220.5227 


94.7822 


18800 


94.0000 


632.8844 


104.3312 


258.4023 


185.9765 


8177 


94.0000 


94.9558 


25.7513 


203.9911 


67.6946 


6005 


93.8235 


957.4342 


112.1538 


1475.0905 


310.1174 


18660 


93.8235 


124.0768 


1 1 .2236 


72.3478 


48.3039 


6027 


93.8235 


26.0710 


2.4110 


40.5009 


39.0253 


16027 


93.8235 


303.0852 


74.2470 


183.4181 


55.7070 


10315 


93.7647 


| 123.6040 


5.3365 


190.7406 


61 .7590 


3710 


93.7647 


641 .5420 


110.3017 


340.3629 


340.9695 


23589 


93.6471 


320.1448 


13.2548 


253.7553 


46.7819 


14911 


93.6471 


261 .5928 


21.2739 


147.7991 


78.6971 


6567 


93.5882 


506.7868 


48.9622 


306.1224 


127.7585 


19138 


93.5882 


84.3866 


3.2953 


52,5895 


33.6356 


4903 


93.5882 


89.9200 


6.4695 


102.3104 


76.4568 


11467 


93.5882 


69.7822 


12.4648 


166.2600 


62.8517 


15398 


93.5294 


152.3436 


5.7683 


197.7754 


68.0217 


! 19569 


93.4118 


17.0946 


2.4935 


34.3102 


35.5561 


1397 


93.3529 


142.4742 


10.6471 


92.4016 


31.1975 


15113 


93.3529 


150.9540 


5.2513 


197.0510 


46.9189 


15034 


93.2941 


269.3444 


12.2565 


202.8800 


58.5584 


22372 


93.1765 


511.6662 


63.7172 


306.7661 


131.2313 


13175 


93.0588 


67.5620 


10.5579 


127.5979 


41 .2576 


7316 


93.0588 


141.9784 


2.9108 


140.7572 


44,2238 


10984 


93.0000 


48.2624 


13.8706 


177.1566 


111.c ;0 


22998 


93.0000 


543.5000 


31.0215 


739.8577 


163.0^0 


10084 


92.9412 


120.0752 


16.1757 


215.0305 


77.V>77 


14396 


92.6824 


156.4794 


18.7109 


100.9410 


27.0645 


21514 


92.8824 


23.6656 


2.8412 


48.4436 


24.5171 


15452 


92.8235 


131.1638 


6.2968 


193.9633 


70.2376 


24214 


92.7647 


240.9492 


60.2774 


140.6843 


56.2277 


3345 


92.7059 


4.4426 


12.1618 


76.4941 


47.1224 


3153 


92.5882 


76.8642 


6.4521 


38.6780 


34.0635 


19014 


92.4706 


494.8382 


29.3428 


329.3718 


113.8280 
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TABLE 5S: DIFLUNISAL Attorney Pocket No. 44921-5113WO 

Timep6int(s): 6, 24 hrs Docuhfient No. 1926271.2 



GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD, Nontax 


26245 


92.4706 


11.6822 


3.1375 


31.3113 


37.2043 


2688 


92.4706 


186.2738 


5.5836 


167.7769 


47.7157 


2270 


92.4706 


30.8320 


5.7131 


-23.4557 


43:i 378 


21469 


92.4118 


128.1122 


35.0018 


355.6238 


159.7565 


22619 


92.3529 


568.4140 


53.0158 


417.8284 


89.9944 


7916 


92.3529 


368.0892 


15.3328 


374.1506 


164.5796 


4882 


92.2353 


34.9422 


1.8540 


34.8439 


24.7268 


26120 


92.2353 


6.9288 


2.2022 


28.8906 


31.8223 


22987 


92.1176 


103.8536 


26.3785 


222.3339 


71.0458 


7597 


92.0000 


32.7838 


3.0133 


58.5247 


25.8125 


24144 


92.0000 


61.3754 


10.6895 


136.7466 


58.3981 


21631 


91.8824 


732.2908 


83.7954 


494.0285 


120.7966 


17320 


91.8235 


295.6072 


42.3511 


174.3459 


87.8626 


10550 


91.8235 


284.6434 


16.8039 


212.8800 


63.9879 


4797 


91.8235 


77.4712 


3.4307 


95.6796 


38.8925 


13153 


91.7647 


159.0886 


6.3694 


143.8821 


58.0508 


4949 


91.7059 


117.0008 


10.4755 


206.6451 


85.5300 
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TABLE 5T: Direct Acting Attorney Docket No. 44921-5113WO 



Timepoint(s): 


.Various 






Document No, 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontbx : 


SDNbritox 


1460 


78.0061 


2772.0344 


418.3982 


2081.3470 


701.9019 


6671 


76.6028 


163.6525 


47.4216 


112.8390 


48.9860 


25666 


76.1350 


318.0080 


101.8883 


197.6342 


114.2224 


1588 


75.6135 


711.0096 


276.6873 


437.5033 


257.8769 


445 


75.5291 


150.7079 


57.7930 


87.8718 


47.9790 


1970 


75.3221 


345.2053 


143.9769 


193.8149 


107.1326 


25491 


75.3067 


61.9489 


25.2396 


42.1772 


19.9596 


15123 


75.2607 


537.0802 


364.1056 


161.0001 


232.5289 


23783 


75.1534 


293.2268 


91 .3369 


391 .6374 


94.2907 


1300 


74.0644 


247.7533 


88.7628 


147.9501 


90.3450 


24518 


73.9954 


496.1655 


111.5237 


617.Q582 


147.8008 


338 


73.9494 


40.8700 


44.6628 


-1 .3243 


35.0846 


15126 


73.6273 


2568.6575 


635.4246 


1855.4425 


625.2933 


17090 


73.5046 


142.6248 


25.4290 


112.7600 


44.4131 


25747 


73.4279 


2805.3986 


700.1920 


1999.2969 


728.9757 


444 


73.3589 


131.8101 


46.3733 


78.5789 


38.1213 


18085 


73.3589 


69.0946 


53.9^4 


9.0098 


42.5357 


8384 


73.0675 


156.0429 


112.0438 


58.7472 


71.0046 


446 


72.9064 


132.3679 


47.0624 


72.6773 


38.0900 


25729 


72.8451 


155.3433 


84.0500 


83.8447 


62.7639 


25676 


72.7837 


34.9856 


26.3741 


14.4144 


19.7638 


1187 


72.7377 


69.3701 


21 .3655 


42.9265 


27.2544 


3202 


72.6457 


1131.1437 


227.5498 


894.2170 


199.8777 


21238 


72.4463 


172.3199 


71.4810 


102.9537 


72.0320 


8386 


72.3926 


417.7814 


272.1282 


179.6393 


184.2552 


25746 


72.3543 


30.4264 


13.9522 


18.8831 


10.1956 


1063 


72.2929 


95.1991 


44.2919 


53.9975 


36.1768 


6891 


72.2853 


450.0432 


142:9820 


627.8129 


164.8870 


13348 


72.2699 


61 .0085 


28.2661 


34.4595 


24.9177 


18539 


72.2623 


287.0815 


93.6075 


188.8673 


106.8342 


25203 


72.1702 


82.5551 


26.3105 


56.8873 


32.7829 


6377 


72.0322 


1054.3565 


423.7833 


709LZ934 


404:0542 


16565 


72.0245 


51 .6099 


25.8426 


34.4237 


18.9921 


11940 


72.0245 


! 35.4292 


12.5390 


51.7935 


16.0967 


19321 


72.0015 


253.1205 


49.9506 


300.8031 


52.5854 


23000 


71 .9939 


32.4504 


7.3248 


42.7463 


13.7565 


4178 


71.8865 


282.6365 


126.9271 


172.5663 


123.7993 


16248 


71 .8788 


I 355.5179 


240.7884 


143.4115 


138.8458 


1409 


71.8712 


89.6070 


32.3546 


116.9523 


I 39.2719 


19712 


71 .8482 


14.7985 


9.9706 


29.0985 


16.9052 


1311 


71 .7868 


44:8013 


17.3852 


27.5910 


14.5318 


i 18538 


71 .7485 


138.5459 


59.8052 


87.6643 


62.5910 


690 


71 .7025 


84.0918 


40.2324 


54.1355 


41.7830 


19391 


71 .6488 


544.2599 


183.6326 


397.8064 


202.7880 


25730 


71 .6028 


263.6364 


j 114.4060 


18.1.8809 


113.3837 


15291 


71 .5798 


190.8637 


73.3399 


129.8885 


71.2060 


25689 


71.5644 


3130.8667 


638.6884 


2421.2255 


665.8935 


3879 


71 .4954 


1101.2675 


368.1483 


1460.5049 


430.1355 


5358 


71.4724 


151.8394 


61.6605 


90.5235 


48.9000 


1514 


71.4647 


192.2563 


56.7415 


144.9331 


64.6090 


| 1323 


u 71.4110 


218.6332 


163.9493 


76.3589 


126.3460 


25743 


71.3574 


294.1714 


128.1386 


186.1187 


137.7854 
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TABLE 5T: Direct Acting Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


Various 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox I 


Mean Nontox 


SD Nontox 


25087 


71.2960 


64.2700 


54.2143 


42.9798 


66.5951 


25608 


71.2883 


77.4945 


38.5944 


48.8664 


34.0944 


18277 


71.2500 


1640.0467 


268.3997 


1383.9259 


325.8152 


1969 


71.2423 


110.2643 


77.2067 


49.4783 


44.7815 


19745 


71.1656 


109.5278 


44.7146 


154.0061 


53.9977 


7927 


71.1120 


25.6238 


14.9896 


46.7257 


28.2804 


22661 


71.0199 


672.9903 


143.9379 


832.4725 


170.5368 


23129 


71.0123 


59.6918 


17.8133 


41 .4435 


20 3097 


23037 


70.9586 


43.2596 


25.2384 


24.2986 


17.6043 


1324 


70.9433 


294.9960 


172.0744 


145.3064 


124.4591 


11260 


70.8819 


129.8748 


58.3672 


84.9624 


56 0088 


22845 


70.8589 


756.2657 


183.8088 


902.5055 


199 4631 

l w w . ~ w w I 


24867 


70.8359 


32.2736 


24.7106 


11.1363 


15.1718 


25605 


70.8282 


46.8015 


18.2125 


34.6704 


17.1400 


20938 


70.7975 


464.0342 


80.8710 


552.6502 


102 9566 


15191 


70.7822 


3463.0763 


890.2747 


3008 0421 


1454 5613 


17279 


70.7362 


34.8530 


31 .0360 


10.5617 


24.9541 


15127 


70.7362 


1940.1414 


628.6780 


1221.2591 


468 2481 


25405 


70.5982 


77.4133 


36.3230 


50 2979 


37.4492 


12058 


70.5828 


54.2055 


53.7014 


15 0351 


18.0428 


25250 


70.5598 


711.2286 


284.9142 


910 4036 


237 0648 


25467 


70.5291 


106.2761 


. 62.5733 


57.8556 


41 9509 


1447 


70.5291 


342.4567 


69.6884 


423.1239 


83 9005 


1198 


70.5061 


251.0025 


114.1773 


1 53 0402 


68 2062 


651 


70.4908 


266.2135 


126.8894 


160 6008 


1 04 6503 

i yji^ . www w 


20429 


70.4908 


341.8336 


179.8125 


227.0279 


1 60 2347 


1501 


70.4678 


2661.7777 


482.5796 


2188.3262 


562 6359 


17886 


70.4525 


537.6807 


94.0340 


657.2049 


139 8227 


16602 


70.3681 


86.2603 


49.2723 


46.4570 


36 3935 


20664 


70,3528 


915.9442 


361.7027 


618 0405 


315 6000 


7062 


70.3451 


81 1 .6378 


301.4519 


460.6393 


219 6379 


1601 


70.2914 


117.4900 


50.8275 


75^3705 


46 3862 


762 


70.2914 


501 .9725 


266.1240 


835.7857 


392 9219 


21403 


70,2837 


103.1469 


28.3508 


125.8484 


30.0781 


691 


70.2684 


245.7613 


111.4102 


169.3340 


102.2363 


652 


70.1840 


542.6822 


268.1221 


300.4389 


21 1 .6563 


322 


70.1764 


453.0281 


306.6202 


154.7048 


158.5520 


15032 


70.1687 


39.5654 


9.9443 


48.8803 


12.5488 


14330 


70.1610 


566.0493 


282.6249 


321.5301 


220.6335 


16074 


70.1610 


224.5576 


33.6972 


270.0489 


46.4614 


17562 


70.1457 


1039.4147 


455.4380 


632.7315 


370.5153 


11691 


70.1380 


114.2379 


85.9547 


50 7095 


50 0146 

uUiU ITU 


16468 


70.1150 


386.4281 


164.4934 


526.2722 


166.0573 


17560 


70.0844 


1667.3999 


605.5901 


1146.7647 


508.8432 


4385 


70.0537 


73.4367 


98.1722 


-13.7106 


107.7644 


18160 


70.0460 


69.5166 


41.6438 


42.4443 


45.9888 


16560 


69.9847 


91 .7705 


24.9155 


70.4373 


22.1498 


21211 


69.9847 


237.2893 


91.3341 


302.0582 


103.4050 


14677 


76.8175 


226.4802 


94.2721 


130.7408 


70.3183 


7289 


76.7945 


66.4335 


43.5346 


26.2553 


28.6286 


19042 


75.4294 


764.6695 


197.6382 


550.6440 


196.3235 


22677 


75.0920 


640.3721 


178.5112 


440.4358 


185.8366 
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TABLE 5T: Direct Acting 




Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


Various 






Document No. 1926271 .2 


GLGC ID NO. 


LDA Score 


Mean i ox 


SDTox 


Mean Nontox 


SD Nontox 


18522 


74.9387 


165.6100 


47.0982 


224.4660 


62.4617 


7049 


74.9156 


63.3588 


22.4719 


100.2767 


34.8250 


j 21166 


74.6472 


572.3624 


179.8096 


389.7818 


128.1167 


8874 


74.1334 


244.7663 


159.9602 


92.3652 


127.7202 


11416 


74.1181 


139.3572 


34.2949 


182.6391 


47.4479 


17907 


74.0031 


159.1774 


29.1194 


131.2366 


26.5256 


883 


73.9801 


645.7663 


114.3476 


534.3579 


115.5307 


10676 


73.8190 


215.8286 


57.4994 


151.6517 


61.9846 


7288 


73.6426 


186.0698 


82.0909 


99.8218 


62.5537 


18823 


73.6043 


41 .9236 


18.4083 


23.5281 


15.1999 


17614 


73.6043 


238.0642 


5_ 81.0835 


157.0430 


58.1117 


7620 


73.5813 


190.4424 


45.8414 


242.8727 


53.9034 


2205 


73.5353 


601 .9484 


146.8377 


733.9714 


148.1360 


6879 


73.5199 


133.2869 


79.0576 


58.8169 


43.7317 


2708 


73.5046 


561 .0369 


151.1371 


417.6276 


128.6458 


5698 


73.3052 


1821.0836 


287.1025 


1483.4993 


311.3358 


24289 


73.2975 


1523.6897 


356.1530 


1296.7997 


546.5833 


4291 


73.1595 


15.2767 


9.1685 


26.7335 


13.9714 


20905 


73.0828 


687.0505 


115.3659 


562.4923 


132.4808 


23038 


73.0061 


128.0230 


138.1663 


-8.0072 


92.5607 


7916 


72.9755 


487.6208 


157.6953 


368.5443 


162.4711 


23966 


72.9294 


1527.8882 


460.8033 


1071.9727 


380.5524 


22639 


72.891 1 


472.0675 


91.0750 


598.2740 


151.9917 


12413 


72.7914 


134.4668 


47.4991 


91 .2602 


45.4854 


12096 


72.7531 


177.8423 


52.4670 


120.1984 


57.1088 


8430 


72.7454 


67.7433 


25.0253 


98.5498 


35.4876 


16682 


72.4923 


210.3590 


135.5825 


92.5217 


86.4764 


21993 


72.4156 


442.9238 


166.3707 


284.4425 


118.8870 


22885 


72.3083 


2802.1857 


552.8879 


2167.6809 


682.5731 


15129 


72.3006 


625.2782 


147.3869 


844.0684 


300.6038 


2101 


72.2699 


220.4294 


61.0309 


303.3754 


85.1474 


19230 


72.1626 


137.0527 


134.7081 


294^5-1-81 


150.3926 


10999 


72.0475 


141.0720 


71.9572 


77.4906 


52.1271 


17168 


72.0015 


340.4776 


121.0427 


493.3667 


144.4351 


7208 


71.8252 


489.1369 


131.2646 


374.9993 


108.6546 


2459 


71.8098 


141.8293 


146.6439 


25.4166 


46.8212 


19995 


71.7638 


90.0621 


70.6634 


29.4795 


61.6077 


4475 


71.7638 


107.7123 


24.7017 


144.0825 


38.8189 


11554 


71 .7638 


OfM AC77 


33.5106 


255.4199 


69.0579 


* 16404 


71.7331 


- 155.6695 


44.0809 


109.2780 


47.9210 


23530 


71.6564 


104.6629 


24.4867 


139.1343 


36.3881 


22451 


71.6028 


69.1535 


24.5231 


95.2000 


34.8339 


22368 


71.6028 


1161.8998 


299.5927 


866.0810 


292.9774 


3710 


71.5337 


756.7761 


475.8329 


321 .7731 


319.6267 


26371 


71.5031 


155.5071 


56.0494 


105.0600 


58.6637 


22536 


71.4340 


2267.2147 


652.4740 


1524.3402 


526.3075 
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GLGC ID NO. 


LD A Score 


Vlean Tox 


SD Tox ,.. 


Mean Nontox ; | 


SD Nontox 


25713 


100.0000 


27.3605 


0.0049 


37.9180 


20.9751 


21203 


100 0000 


78 6280 


0.1018 


42.4337 


12.8564 


17206 


100.0000 


228.6210 


0.4087 


138.1831 


44.2412 


51 


100 0000 


76.2445 


5.9107 


5.0897 


8.7576 


19864 


100.0000 


181.9585 


16.3688 


25.1109 


10.8778 


10540 


100 0000 

1 ww".wwww 


151 2540 


6.3823 


29.8380 


20.5773 


1 6576 


100 0000 

1 Vw.Vwww 


144 0390 


0.2531 


39.9686 


14.8719 


4325 


100 0000 


100 3480 


0.2008 


36.7876 


1 1 .9500 


19177 


1 00 0000 

1 ww.wwww 


84 6875 


0.0304 


38.1897 


20.3820 


17587 


100.0000 


128.8265 


0.0771 


215.5694 


51 .9546 


15862 


100 0000 


24.4945 


1.1250 


1 58.3676 


80.2662 


52 


99.9414 


243 6805 


27.1508 


72.9953 


26.0619 


21 162 


99.9414 


80 7670 


0.0750 


40.2826 


64.3215 


24849 


99.9414 


28 2960 


0.0552 


22.9676 


16.8589 


16176 


99 9414 


92 0610 

.WW 1 V/ 


8.2505 


16.5472 


10 7680 


776 


99.9414 


147 6990 

1 I / «wwww 


2.8779 


34.4475 


20 3330 


15706 


99.9414 


124 2995 


2.5180 


36.7814 


14.5256 




QQ Q414 


392 5980 


0 0580 


290 4067 


77 5500 


vJO*T 


QQ Q414 


1 064 2Q60 


0.7567 


2332 4966 


967 9459 

WW* .w~ww 




qq Q414 

Zj C7 . w"T 1 *T 


281 3855 


1.9311 


1105 9252 

1 IWW.WAUW^ 


461.7484 




QQ Q414 


www . w 1 ww 


12.6120 


151.1011 


41 .4568 




QQ Q414 


9Q7 6585 


0 0813 


177.4394 


46.7446 




QQ Q414 


68 3940 

\»J w- w wM^w 


0.0057 


69 8793 

Uu.U f W W 


27.8315 


16566 


99.9414 


56 3270 

w w . w / V» 


0.0325 


42.0637 


18.3435 


25808 


99 8828 


1 3 7850 

1 W . f W WW 


0.0552 


68 6572 


80.6780 


18226 


99 8828 


501 0420 

WW 1 . w^^^- w 


2.4904 


265 6737 


57.6133 


23060 


99 8828 

WW • 


28 6760 


0.0311 


-1 .2395 


20.7075 


22567 


99 8828 

ww . w w.t_ w 


82.0270 


0.5614 


176 4554 


44.5287 


2551 2 


99 8828 


187 1625 


0.0403 


174.2063 


98.9227 


9125 


99 8828 


909.3570 


0.3946 


780.1771 


161.6328 


17173 


99.8242 


170 3235 


0.8620 


102 6385 

■ www 


25.7534 


463 


99.8242 


73.0270 


0.1881 


41T1953 


13.4760 


23678 


99.8242 


261.1310 


I 0.7043 


120.1191 


51.8217 


13723 


99.8242 


376.1000 


30.8610 


84.4885 


59.8956 


8879 


99.8242 


221.0910 


4.4307 


88.8893 


29.0785 


21099 


99.8242 


28.6830 


0.0099 


28.9031 


1 1 .6935 


25538 


99.8242 


43.6045 


0.0163 


54.0500 


21.9139 


16959 


99.8242 


713.0585 


0.9963 


435.1765 


95.7903 


20681 


99.8242 


268.0875 


1 .4899 


161.5667 


44.2089 


20820 


99.8242 


441 .3230 


0.9433 


289.1172 


74.5748 


16899 


99.8242 


61 .7400 


1 .0663 


22.0537 


15,6581 


7897 


99 7655 


2160 5265 


4.6830 


3034 2572 

WW~i*«w f £■» 


980.8469 


61 


99.7655 


14.7535 


0.0134 


22.2295 


10.6097 


21204 


99.7655 


165.2350 


1.9163 


. 76.2124 


26.2167 


4057 


99.7655 


28.6300 


2.7280 


93.2256 


28.0421 


1418 


99.7655 


20.8430 


1.1908 


63.7119 


22.8357 


5661 


99.7655 


34.9515 


0.1308 


5.6950 


26.4443 


997 


99.7069 


27.6805 


0.0728 


32.4751 


24.0788 


8768 


99.7069 


124.0185 


2.0202 


59.8267 


20.6847 


19120 


99.7069 


> 208.006C 


► 13.5043 


66.3128 


33.7230 


15956 


99.6483 


\ 367.3635 


28.2411 


132.0668 


45.0891 


25644 


99.6482 


\ 409.7955 


> 0.7347 


339.6840 


148.8807 
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Timepoint(s): 24 hrs 




■ { • 


Document No. 1926271 .2 


GLGC ID NO. 


LDA Score 


1 — i 

Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


24442 


99.6483 


12.5120 


0.0311 


30.4670 


16.2145 


2114 


99.6483 


51.0740 


0.1061 


31.4045 


15.8459 


4656 


99.6483 


63.3705 


0.0728 


59.8314 


24.0429 


14542 


99.6483 


57.9350 


0.2602 


22.3173 


27.9054 


19199 


99.6483 


132.9415 


7.7845 


48.1370 


17.3099 


15819 


99.6483 


20.2630 


0.0523 


12.7227 


12.8332 


24540 


99.6483 


36.0110 


6.6694 


2.7729 


6.3991 


12370 


99.5897 


58.7615 


0.1605 


92.1828 


72.0999 


j 24883 


99.5897 


10.3730 


0.1216 


33.5736 


24.1068 


17303 


99.5897 


38.1985 


0.0573 


41.0092 


15.9294 


15426 


99.5897 


444.7295 


12.6919 


239.2431 


53.5831 


| 18663 


99.5897 


1171.4220 


18.9830 


683.7521 


172.9040 


20126 


99.5897 


403.7935 


3.1261 


158.6551 


167.6957 


20579 


99.5897 


116.7810 


30.6913 


-8.6682 


21.7539 


24651 


99.5311 


167.9615 


3.8728 


90.7041 


22.9352 


768 


99.5311 


79.2445 


0.5183 


211.2762 


116.5352 


5319 


99.5311 


74.8760 


3.2272 


33.1018 


^ 14.4556 


1959 


99.5311 


330.3495 


20.4531 


1342.1689 


854.3625 


20438 


99.5311 


617.2545 


28.8125 


307.4408 


83.9904 


115 


99.5311 


52.8930 


0.1004 


58.5412 


25.6974 


16414 


99.531 1 


34.7185 


0.0686 


41 .8295 


23.7064 


1885 


99.5311 


.51.1715 


0.0728 


48.2353 


17.4862 


3548 


99.5311 


280.5650 


0.6732 


215.2980 


49.3444 


17309 


99.5311 


77.9270 


0.2107 


59.8717 


15.5407 


18864 


99.4725 


117.0395 


0.1648 


144.9309 


33.2411 


14504 


99.4725 


52.8135 


0.8634 


178.4602 


110.1545 


20162 


99.4725 


281.9085 


5.4101 


76.0633 


83.6833 


13681 


99.4725 


32.9630 


0.3323 


66.0781 


23.7046 


15790 


99.4725 


72.4130 


0.1344 


51.0703 


22.2470 


17586 


99.4725 


33.3265 


10.8689 


158.5821 


44.3925 


4228 


99.4725 


398.1900 


4.3643 


193.6577 


76.5714 


20779 


99.4725 


368.2370 


20.0323 


896^7227 


267.1937 


20755 


99.4725 


2179.0060 


45.5588 


1188.6748 


370.9628 


14979 


99.4725 


21.5100 


0.0679 


22.0780 


11.0537 


17517 


99.4725 


726.1975 


1.3626 


552.5644 


179.5244 


21643 


99.4138 


2102.1300 


4.4110 


2300.1230 


625.2893 


556 


99.4138 


168.3630 


1.0338 


264.5077 


89.4104 


15660 


99.4138 


130.6170 


1.8752 


64.0020 


30.9894 


13323 


99.4138 


94.9700 


0.4709 


50.4040 


33.3464 


15470 


99.4138 


333.1695 


0.6626 


353.6006 


94.0953 


21586 


99.4138 


21 .0970 


7.4402 


136.7646 


58.9276 


108 


99.4138 


731 .4825 


14.6817 


1571.7044 


614.4663 




99.3552 


170.3400 


0.3719 


291.9691 


298.6916 


16698 


99.3552 


27.7150 


0.1994 


11.9061 


8.2982 


242 


99.3552 


OO.O 1 DU 


0.1174 


43.5077 


16.8298 


24767 


99.3552 


156.1225 


11.3880 


60.2149 


22.9960 


358 


99.2966 


230.0405 


5:9192 


732.9759 


316.9146 


16376 


99.2966 


37.4105 


0.0785 


31.0601 


16.6241 


22174 


100.0000 


205.6700 


3.3474 


94.9925 


26.9727 


i 8027 


100.0000 


122.2760 


9.9646 


18.2553 


13.8968 


6147 


100.0000 


200.8985 


0.0347 


100.6404 


30.4775 


17474 


100.0000 


1291.5670 


5.7318 


679.3195 


163.1374 
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Timepoint(s): 


24 hrs ; ;l 






Document No. 1926271.2 


GLGC ID NO. 


LD A Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


13985 


100.0000 


244.5035 


0.0078 


275.2951 


262.2200 


13153 


100.0000 


190.0490 


0.0113 


143.8630 


57.9187 


6799 


100.0000 


123.7440 


0.0057 


* 103.1598 


42.7064 


9325 


100.0000 


144.3870 


0.0127 


209.5860 


71.9568 


10991 


100.0000 


912.0790 


0.7071 


627.7052 


111.7686 


1440 


100.0000 


135.7105 


0.4533 


76.5043 


23.0366 


22970 


100.0000 


103.2145 


1.2042 


^2.9767 


38.8720 


21572 


100.0000 


724.1235 


0.0389 


780.8137 


210.3820 


26084 


100.0000 


565.9055 


7.4522 


158.4507 


84.7587 


24151 


100.0000 


90.6905 


0.0007 


36.2019 


19.6956 


21353 


100.0000 


2035.0175 


16.5753 


793.3389 


212.7487 


17738 


100.0000 


125.1550 


2.5498 


20.0347 


26.2476 


24555 


100.0000 


61.8395 


0.0092 


38.0776 


33.3072 


19561 


100.0000 


188.2150 


0.0665 


308.2321 


125.4348 


6667 


99.9414 


212.1885 


12.4514 


116.3236 


28.0924 


19034 


99.9414 


26.2820 


0.0552 


9.2506 


11.8086 


17528 


99.9414 


141 .0645 


0.2440 


246.1902 


51.7181 


6558 


99.9414 


318.3495 


0.4137 


540.1442 


124.1451 


8418 


99.9414 


285.7685 


0.0290 


373.9372 


132.4638 


8086 


99.9414 


11.0890 


0.0198 


49.6469 


43.4989 


17529 


99.9414 


78.5900 


0.0297 


80.0136 


24.8642 


6492 


99.9414 


44.7450 


0.0537 


17.8360 


25.5044 


18379 


99.9414 


u 401.3960 


0.0820 


373.0676 


85.5194 


4747 


99.9414 


299.9595 


4.0722 


98.5272 


39.9667 


9906 


99.9414 


75.3555 


0.0361 


14.9610 


33.8130 


17513 


99.9414 


L 55.9815 


0.0078 


78.4821 


33.9200 


22701 


99.9414 


26.4200 


0.0071 


28.4175 


28.1892 


23759 


99.9414 


227.1575 


1.6157 


100.4637 


34.9568 


22769 


99.9414 


69.7425 


0.0233 


102.3249 


56.9026 


18876 


99.9414 


658.4180 


0.1909 


691.4859 


191.9322 


3104 


99.8828 


126.2635 


0.1789 


63.9632 


29.5988 


13062 


99.8828 


84.5605 


I 0.0728 


92r5682 


35.6931 


23081 


99.8828 


51.5620 


1.5910 


15.7782 


16.0691 


I 8604 


99.8828 


34.6835 


0.0163 


25.3206 


15.0015 


21806 


99.8828 


66.7775 


0.0304 


98.3640 


34.4372 


4655 


99.8828 


19.4510 


0.0042 


28.0757 


23.9776 


I 7873 


99.8828 


36.7330 


0.0339 


40.1959 


19.0815 


18961 


99.8828 


1000.3145 


17.5921 


423.7977 


125.6934 


5453 


99.8828 


39.2675 


0.0332 


58.8653 


45.4817 


18110 


99.8828 


111.8010 


0.0297 


127.8006 


36.8793 


13678 


99.8242 


20.6130 


0.0396 


25.6403 


25.5890 


10458 


99.8242 


83,7235 


0.0149 


118.7926 


44.4066 


21592 


99.8242 


398.8370 


0.9829 


596.3255 


212.3377 


22957 


99.8242 


1379.7135 


44.9246 


597.2299 


222.2204 


8856 


99.8242 


130.9280 


0.3323 


70.7312 


24.5996 


14130 


99.8242 


143.9970 


0.1909 


83.5191 


47.5646 


21085 


99.8242 


102.9440 


0.7905 


57.8865 


22.0833 


6332 


99.8242 


L 54.4380 


0.0311 


52.9086 


25.0094 


13758 


99.8242 


113.0065 


3.0003 


46.9544 


18.7290 


13044 


99.8242 


89.2195 


0.0431 


104.2351 


55.0868 


3347 


99.8242 


27.8610 


0.2857 


9.6364 


11.6084 


2954 


99.8242 


608.3940 


20.3321 


198.1768 


123.3631 
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GLGC ID NO. 


LDA Score 


Mean Tox ■: 


SD Tox 


Mean Nontax <• 


SD Nontax 


9121 


99.8242 


190.8800 


5.1817 


72.1073 


28.6426 


23557 


99.8242 


225.1705 


1.5450 


104.3797 


42.3266 


I 2583 


99.8242 


1221.1515 


0.9581 


1640.1026 


563.0633 


21479 


99.8242 


77.2270 


0.2121 


33.1952 


27.8112 


23468 


99.8242 


582.9730 


5.8308 


326.1892 


89.1417 


15615 


99.8242 


6717.9282 


4.9201 


7829.1500 


2565.7516 


16528 


99.8242 


115.7955 


0.2765 


54.4483 


24.5751 


8191 


99.8242 


77.8235 


0.0262 


84.4481 


23.9191 
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Timepoint(s): 


24hrs 






Document No. 1926271.2 


GLGC ID NO. 


LD A Score 


MeanTox 


SDTox 


Mean Nohtox 


SDNontox " 


15777 


99.7653 


36.6367 


0.0351 




1 S 0059 

1 w .ww ww 


20090 


99.3545 


193.2800 


0.3315 


1 QO RQ74 


4Q fift71 


151 15 


99.1784 


72.8633 


0.3057 


R1 ^ft 


1Q 0R1 ^ 

I w .ww 1 \J 


7602 


99.1197 


440.9400 


1 .4725 


Attn 


inn ^ftifi 


670 


99.0610 


181.3033 


2.8415 


04 0 QQ71 


1 to.yo'+o 


570 


98.4742 


387 7267 


8.1677 


9 c .ftR71ft 




1796 


98.4155 


363.5067 


110.5558 




CO 07CR 

OO. Of 00 


24577 


98 4155 

W*^»T 1 WW 


2776 3600 


24.2750 


9179 7974 


coo H94R 


20587 


98 3568 


220 3533 


2 6533 

C~ . W WW w 


oci Q947 

^O 1 .04** / 


19°. *>^RO 


25921 


98 0634 


35 1 533 

VVi 1 www 


0.2701 






20973 


97 8873 


208 5700 


0 9656 

W • W W W VJ 


1 QR R1 ftft 

i yo.o 1 00 


cc 9700 


23523 


97.7700 


561 2133 

w*J 1 . 1 ww 


2.9980 




170 7907 
I f O.I /LOf 


3149 


97 5352 


71.7933 


4.9072 


r 7ftftn 


on 49Q4 


12360 


97 5352 

W t . w W W 


29 9867 

fc» W . W W W f 


0 3395 

W i w w w w 


77f|Q 

ou. / / uy 


1ft R07ft 


13369 


97 3592 

w t . w ww£~ 


256 2667 


1.5351 


99Q 4Q71 


co ft9HR 


6581 


97.2418 


30 3933 

W W . W W WW 


0.3782 


OO /IQQfi 


1 7 QQR7 


25064 


97.1831 


3001 1467 

www I.I " w # 


55 1 190 

ww. 1 1 ww 


lOo.yooo 


cin ^oftR 
O I u.ouoo 


25209 


96 9484 


185 1867 


1 .0489 


170 n^R7 

I / O.UOD/ 


0.^ 4909 


21066 


96 9484 


287 6767 

w 1 r W 1 W f 


16.2441 






1 5927 


96 9484 

W w . w^T 


82 0933 


1.6819 


fin 47°.Q 

OU.*f f Ow 1 


OO HOCO 

40. I^lOO 


23699 


96.7723 


546 6033 


98 7900 

\JKJ , f www 


9Q0 7ft70 


oqo cniQ 


20983 


96.7723 


1 73 0633 

1 f w.wwww 


12.7458 


hoc C177 


1 49RQ 


16870 


96 5376 

W W • W 7 W I \J 


20 9567 

fc_W. W WW f 


0.3232 


1fi Q7^4 


ft °.991 


16712 


96 4789 


659 8833 

•Www 


29 3393 


4*^4 R1 1 °. 


Qfi Q40R 


11844 


96.4202 


8 5300 


0.9207 


91 Q7^7 


99 14ft1 


16965 


96.4202 


252 4700 


2.7239 




R7 TO7 0 . 
0 1 ,oy # 0 


24506 


96 3028 


21 5933 

4-. 1 ■ W W WW 


0.7490 


47 mna 


RQ 797Q 
oy.f £. 1 y 


1262 


96 3028 


27.4000 


0.8002 


49 Rim 


94 ^^19 


5034 


96 3028 


1318 5767 


19 3753 

1 W*Vf \mJ 


in^Q ^*^QQ 


9ftR Q71Q 


3858 


96 3028 

w W « VJ Wt-wW 


32 7033 

W£_. 1 W W W 


0.5727 


9ft 9R71 


11 Q99^ 


16664 


96.2441 


19.2400 


0.4151 


9n n^i^ 


1 1 ^47R 

I 1 .0*+ 1 v) 


17894 


96 1854 


125 7667 


7.6916 


RT~ l Sft7 c . 
0 i .00 1 \j 


91 ^^09 


25088 


96 1268 


38 8333 


0.8100 


9Q 7^9^ 


9R 4770 


164 


96 0681 


513 0767 


6 5530 

\mf m WWWV 




137 9015 


23226 


96.0681 


25.7433 


2.1731 


^7 ^^n^ 


94 4ft1 c , 


17829 


96.0094 


32.8600 


1 .2739 


7R 4499 


81 ^6Q8 


17758 


96.0094 


127.6933 


49.3470 


55 8678 


229 2153 

«-.^.w 1 ww 


12859 


95.8333 


65.8400 


0.9725 


79 ft14ft 


39 8066 


j 16807 


95.8333 


1302.3367 


96.6403 


868 4186 


713 6275 

1 1 w ,\J£— 1 w 


395 


95.7746 


28.1067 


| 0.6133 


36 9480 


26 2193 

/— w . I ww 


18501 


95.7746 


135.0300 


3.1900 


1 78 8630 


108 5883 


28 


95.6573 


23.2000 


0.7892 


*^ft T^IO 


4*i Q171 

*Tvl.W 1 1 1 


25664 


95 5986 


24.1533 


2.4310 


144.8591 


201.9602 


i 20914 


95.5986 


679.4700 


294.5337 


193.7906 


183.8539 


1498 


95.5986 


1 .4500 


2.7635 


22.5316 


17.8642 


20919 


95.5399 


477.5400 


8.8549 


485.421 1 


187.8234 


11494 


95.4812 


133.2400 


2:1 389 


170.6646 


145.4726 


1394 


95.4225 


53.7267 


10.7183 


25.0140 


11.0395 


I 15360 


95.2465 


241 .4267 


5.7794 


192.0925 


61.7288 


25496 


95.1878 


93.2100 


0.9924 


104.5824 


25.4717 


20194 


95.1291 


37.3933 


3.6295 


16.4569 


10.6660 


2121 


95.0117 


15.5933 


0.4102 


20.2698 


8.2986 
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TABLE 5V: ESTRADIOL 




v Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


24 hrs 


;.;*>-■ ■ ' 




Document No. 1926271.2 


GLGC-JD NO. 


LDA Score 


Mean i ox 


SDTox 


Mean Noritox 


iSDNontox 


24407 


94.9531 


36.9333 


0.6966 


33.4512 


12.6278 


20153 


94.8944 


1 69.2700 


11.8703 


319.6265 


120.5809 


19834 


94.8944 


463.9267 


26.9481 


314.7107 


80.0148 


1058 


94.8357 


74.2533 


6.9996 


181.3800 


114.2473 


13091 


94.8357 


295.1333 


50.0086 


171.7328 


54.5103 


964 


94.7770 


28.8400 


1.0368 


36.9314 


34.3498 


18726 


94.7770 


139.4333 


4.9413 


194.4090 


85.5735 


4280 


94.7770 


292.4600 


53.3118 


718.1788 


282.6733 


25325 


94.7183 


470.4533 


38.1299 


978.0563 


543.6698 


25292 


94.6596 


55.6900 


2.4538 


90.0709 


40.0263 


16354 


94.6596 


101.0767 


4.9526 


68.6735 


93.7445 


20772 


94.6009 


164.1367 


8.3877 


115.9224 


32.6219 


3512 


94.5423 


200.3033 


11.2446 


145.8926 


45.9488 


20464 


94.4836 


101.0233 


10.3469 


256.6584 


162.3352 


15539 


94.4836 


20.4833 


1.2925 


16.7992 


17.4982 


10623 


94.4249 


43.6333 


1.5101 


68.4611 


58.7974 


53 


94.4249 


41.6567 


[ 1.0849 


69.7079 


44.3659 


15239 


94.3662 


2151.0367 


75.4487 


1649.1201 


420.7544 


1201 


94.3075 


55.8800 


1.7875 


81.6363 


44.3806 


15106 


94.2488 


5469.5900 


227.0968 


4021.2397 


1010.1486 


4325 


94.2488 


32.4167 


0.7123 


36.9522 


12.3437 


20519 


94.2488 


1 99.4800 


4.3927 


176.1894 


67.3224 


21054 


94.1315 


80.7567 


7.7974 


173.7877 


99.6279 


! 10016 


94.1315 


260.8467 


3.8202 


231.7377 


66.4078 


1390 


94.0728 


26.4267 


2.1274 


55.2671 


52.1384 


1126 


94.0728 


63.0933 


1.5841 


50.2154 


18.8851 


6406 


94.0141 


200.0833 


5.5546 


251.4822 


97.4498 


12580 


94.0141 


30.1300 


1.9959 


19.9293 


6.8673 


8768 


93.9554 


56.5267 


1.5875 


59.9890 


20.9280 


25204 


93.9554 


52.0000 


6.6651 


106.4409 


56.3832 


17729 


93.9554 


2602.3967 


^ 50.0897 


2188.6019 


430.5881 


15312 


93.9554 


280.4267 


12.0938 


219:8715 


126.5192 


1525 


93.8380 


26.4500 


1.0376 


18.9245 


10.5674 


193 


93.7793 


14.0500 


0.6451 


27.4841 


32.9704 


24513 


93.7793 


16.9067 


0.7009 


20.5966 


20.6945 


21730 


93.7793 


232.2367 


24.9819 


147.9182 


67.1400 


1561 


93.7207 


59.6700 


18.5670 


247.8616 


146.8644 


25964 


93.6620 


5.0133 


2.4803 


54.7197 


47.0318 


4426 


93.6620 


431.1533 


38.5810 


276.9446 


76.7217 


23491 


93.6620 


256.0800 


9.2831 


225.3448 


88.4238 


690 


93.6033 


31.8033 


0.9229 


55.6205 


42.2173 


4678 


93.6033 


-0.3433 


5.3020 


28.7520 


27.9267 


16590 


93.5446 


27.7600 


0.8754 


29.7352 


30.3229 


<ZU\J 


AO C A A O 

93.5445 


60.9600 


1 .8003 


52.5148 


22.8315 


18844 


93.4272 


90 873^ 


11.6151 


52.2494 


19.9976 


21848 


93.3685 


397.2467 


25.5448 


281.8091 


70.7683 


968 


93.3099 


45.8467 


5.3084 


37.5151 


39.1903 


4373 


93.3099 


290.5000 


5.8868 


292.4321 


67.4272 


16140 


98.9437 


144.4767 


1.0337 


114.2484 


64.8719 


7179 


98.8850 


31.0933 


0.3213 


26.0635 


33.7012 


22805 


98.8263 


355.8267 


0.9804 


371 .7700 


89.8950 


3584 


98.8263 


55.3600 


0.3477 


38.4291 


23.1974 
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TABLE 5V: ESTRADIOL . ; . ^,y.;/ c * Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


24hrs 




. 


document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox ■ 


SD Tox 


Mean Nontox • 


SD Nontox 


19105 


98.6502 


2188.1600 


15.1648 


1651.5165 


389.7850 


17545 


98.5329 


12.7733 


4.7240 


105.8884 


57.6631 


10367 


98.5329 


88.2200 


0.9111 


69.6730 


24.5880 


13058 


98.4742 


42.4267 


1.0410 


9.3654 


23.7996 


11404 


98.2981 


547.7067 


4.5172 


431.6338 


125.6589 


23009 


98.1808 


-5.9300 


0.7594 


24.2772 


32.3308 


7691 


98.0634 


4.3800 


2.0627 


53.2877 


56.3273 


12453 


98.0634 


55.1367 


0.3453 


46.6005 


28.0025 


13173 


97.7113 


102.1967 


0.7150 


81.1901 


58.0766 


6483 


97.6526 


570.9133 


3.7477 


578.6329 


135.2430 


22600 


97.5939 


79.9033 


1.3147 


110.3617 


52.0828 


21355 


97.5939 


731.8967 


62.8514 


433.0226 


450.4076 


14776 


97.4765 


81.2567 


0.5823 


87.7682 


26.7101 


5715 


97.4765 


85.6467 


1.8230 


138.4224 


70.5134 


9569 


97.2418 


38.8900 


0.5565 


55.8785 


28.7865 


5834 


97.1831 


24.1400 


1.4438 


6.8363 


12.0327 


6132 


97.1244 


116.7000 


1.5788 


167.3389 


70.6646 


3357 


97.1244 


22.2967 


0.9844 


22.7320 


38.6371 


13838 


97.0657 


152.2400 


0.9789 


175.8677 


33.1388 


5277 


97.0657 


-11.3567 


2.4721 


20.3192 


51.9831 


22532 


97.0070 


-14.4367 


4.3245 


28.5391 


31.4396 


10123 


96.8897 


42.8967 


3.6328 


7.1414 


33.5318 


18404 


96.7723 


421.3467 


2.0216 


438.6721 


88.3349 


22645 


96.7136 


129.9933 


1.3411 


126.2877 


37.6962 


4089 


96.6549 


21.4033 


0.8615 


40.5899 


35.3357 


22361 


96.6549 


69.3567 


1 .7208 


44.3362 


25.6596 


22636 


96.6549 


120.3333 


1.5454 


133.1039 


53.4829 


17339 


96.5962 


115.9833 


3.2244 


268.5033 


296.6351 


24050 


96.5376 


396.4867 


20.5215 


201.1032 


135.7277 


5336 


96.4789 


27.8433 


0.8900 


18.9348 


12.2811 


18909 


96.4789 


191.1533 


10.8717 


365.5577 


199.0844 


4847 


96.4202 


61.1500 


2.0092 


34:3076 


18.6931 


20396 


96.4202 


492.7833 


7.2476 


423.6362 


93.4288 


23851 


96.3028 


262.2467 


6.9065 


370.0065 


162.8297 


13657 


96.3028 


161.2767 


2.4825 


162.7452 


70.8310 


8872 


96.1854 


1084.5367 


12.1680 


932.2225 


246.5842 


7743 


96.1854 


54.6267 


1.3155 


90.2927 


58.4759 


13573 


96.1854 


109.5967 


1.2531 


98.851 1 


38.7330 


19621 


96.1854 


1.8533 


3.4065 


57.4855 


55.4767 


6786 


96.1854 


124.8000 


3.1056 


172.2546 


59.7745 


6784 


96.1854 


-15.2000 


4.3791 


22.1502 


22.3818 


7192 


96.0681 


46.3133 


1.4080 


39.3881 


28.4581 


6726 


96.0681 


22.4700 


1.3657 


11.6330 


23.0024 


17440 


96.0094 


170.3767 


3.1841 


146.8999 


43.2394 


24251 


95.8920 


1.8533 


2.1523 


69.8215 


88.3056 


24259 


95.8920 


47.3133 


8.7157 


9.4562 


18.4446 


13426 


95.8333 


758.2933 


11.5759 


617.6211 


154.1638 


7579 


95.7746 


23.2800 


1 .9203 


42.2562 


51.2330 


14841 


95.7746 


160.6333 


1.6758 


146.3993 


38.2831 


13237 


95.7746 


30.6867 


13051 


10.3230 


23.6487 


11127 


95.7746 


69.3267 


1 .0729 


67.6546 


26.4007 


10531 


95.7746 


44.8300 


1.3517 


31.7646 


11.6661 
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TABLE 5V: ESTRADIOL Attorney Docket No. 44921 -51 1 3VVO 
Timepoint(s): 24 hrs' Document No. 1926271:2 


GLGC ID NO. 


LD A Score 


Mean.Tox 


SD Tox 


Mean Nontax 


SD Nontox 


12717 


95.7160 


43.1567 


20.4871 


2.3161 


14.7785 


9702 


95.6573 


41.0100 


1.0053 


33.4895 


21.7603 


4585 


95.6573 


1507.8000 


16.7397 


1350.0070 


325.5768 
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TABLE 5W: 
Timepoint(s) 


ESTRADIQL - r Attorney Docket No. 44921 -51 13 WO 
3, 6hrs Document No. 1 926271 !2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nohtox, 


SD Nontox 


14015 


95.9364 


7.4500 


2.0757 


36.2586 


52.5492 


20601 


94.9352 


125.8983 


25.4022 


382.4826 


304.1164 


15190 


94.6996 


9167.3150 


1934.8056 


3963.7132 


1940.8538 


15191 


94.2285 


6864.4833 


1750.4759 


3002.2267 


1397.7873 


15189 


94.0518 


8412.9000 


1402.9765 


3850.7153 


2047.7123 


17764 


93.6396 


3869.5183 


558.6225 


2518.9364 


638.5703 


3015 


93.0506 


5202.7150 


503.9416 


3390.1757 


1054.1117 


16210 


92.8151 


123.3500 


11.7221 


195.9977 


51.2635 


20865 


92.6973 


66.9350 


6.4646 


34.1428 


23.7925 


17469 


92.6973 


34.2417 


3.7311 


72.1749 


33.2967 


20600 


92.0495 


62.7683 


16.8436 


213.3377 


192.4126 


25682 


91.9906 


51.3317 


2.3507 


73.2853 


30.4119 


16023 


91.7550 


30.1083 


7.3382 


81.9804 


37.8459 


24430 


91.6372 


38.1517 


4.0548 


23.5251 


14.7870 


23310 


91.4605 


39.0817 


8.8286 


91.1889 


36.4372 


2040 


91.1072 


71 .6667 


10.4802 


131.2543 


44.8144 


4647 


91.0483 


109.0367 


23.1612 


213.9934 


64 1036 


14882 


90.9305 


319.5850 


34.2503 


< 354.9272 


236 4545 


16681 


90.8716 


72.3300 


27.2077 


209.5454 


118 6008 


23301 


90.8716 


81.1167 


16.7956 


146.4708 


39.2242 


18582 


90.8127 


91.5150 


12.8252 


169.8251 


58 5977 

WW .WW f 1 


20519 


90.6360 


252.8333 


24.5334 


175.7301 


67.1192 


17997 


90.5183 


16.9633 


5.9458 


49.8967 


24 0680 


! 19112 


90.4005 


35.5283 


9.3830 


79.6818 


35.5738 


17815 


90.3416 


1 1 .3500 


4.5647 


31.9591 


15.7313 


18043 


90.2238 


245.5817 


47.5548 


134.7912 


78.5740 


24649 


90.1060 


70.6117 


4.8791 


92.4713 


26.6086 


3455 


90.1060 


574.6933 


55.7057 


428.9242 


167.2514 


11966 


89.9882 


98.9950 


5.8306 


133.2732 


36.6442 


22918 


89.7527 


125.3867 


8.7212 


182.5789 


65.7887 


17082 


89.6938 


28.3333 


9.8518 


58.3442 


23.4933 


18108 


89.5760 


891.1683 


39.6411 


708t5249 


181.2037 


4523 


89.5171 


7.2717 


3.5616 


24.6725 


13.8623 


17959 


89.3993 


37.0300 


6.3590 


60.3188 


33.2192 


4243 


89.2226 


56.5200 


17.9940 


122.7986 


46.4123 


23709 


89.1637 


22.5133 


10.6099 


61.9253 


27.8480 


862 


89.1048 


334.7233 


8.6048 


302.8110 


69.5750 


6013 


88.9870 


568.5733 


42.3269 


525.9798 


271.0971 


15997 


88.9282 


544.8900 


128.1960 


289.6059 


218.3472 


15203 


88.9282 


327.9733 


32.4177 


254.7117 


58.5132 


12700 


88.9282 


880.9300 


72.1025 


665.0876 


313.7196 


19227 


88.8693 


73.3533 


15.9414 


122.9497 


34.1755 


17779 


88.8693 


288.3767 


15.0954 


357.5955 


74.5108 


16301 


88.8104 


288.1717 


85.2848 


145.0101 


147.1031 


23980 


88.8104 


17.7383 


10.3327 


60.5939 


30.6058 


15265 


88.7515 


643.7250 


59.8111 


489.1888 


115.6497 


23543 


88.7515 


231.1900 


16.3098 


341.3952 


126.4711 


25209 


88.6337 


124.6350 


17.6923 


173.4418 


35.2364 


4327 


88.5748 


442.2050 


17.9482 


330.4861 


116.1841 


I 21800 


88.4570 


46.7767 


11.8329 


84.7152 


26.9302 


! 4486 


88.4570 


31.9617 


4.4646 


50.8489 


17.9376 


20628 


88.3392 


43.4383 


9.8886 


376.2653 


452.1360 
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TABLE 5W: ESTRADIOL Attorney Docket No: 44921 -511 3WO 
Timepoint(s): 3, 6hrs : Document No. 1926271.2 



GLGC ID NO.|LDA Score 0 


Mean Tox 


SDTox | Mean Nontax 


SD Nontax 


2641 


88.3392 


17.7533 


15.6835 


49.3137 


20.7293 


1877 


88.2803 


163.2117 


16.1524 


227.8820 


68.7031 


9929 


88.2803 


122.0517 


16.3367 


230.7063 


125.9980 


| 17507 


88.2214 


237.0767 


54.3189 


412.3749 


117.7954 


11611 


88.2214 


50.6167 


4.5348 


79.1007 


38.5138 


4517 


88.1625 


34.3217 


5.0384 


57.4682 


20.9413 


17308 


88.1037 


26.9183 


3.8748 


42.0561 


13.3979 


488 


87.9270 


289.5633 


98.5507 


1435.0396 


1088.8220 


17512 


87.9270 


168.3700 


16.1437 


228.7933 


48.9760 


16524 


87.8681 


18.0950 


6.6030 


38.0841 


14.7521 


16456 


87.8681 


104.5783 


19.3414 


172.6927 


51.8747 


1291 


87.8681 


158.4083 


12.6852 


207.6356 


46.7060 


405 


87.8681 


295.6917 


40.5922 


215.6046 


115.7355 


5317 


87.8681 


680.1450 


79.1924 


692.8739 


480.1527 


17754 


87.8681 


254.4750 


45.7479 


464.5748 


162.9727 


9841 


87.8681 


808.0567 


54.0168 


793.1243 


299.4511 


10660 


87.8092 


74.0483 


5.6834 


62.7497 


19.8749 


17587 


87.8092 


243.4000 


11.4723 


215.1684 


52.1856 


20724 


87.8092 


24.6900 


3.991 1 


46.5246 


20.6937 


23522 


87.7503 


261.7233 


13.8876 


252.1634 


79.7373 


16510 


87.6914 


89.1083 


11.1366 


173.8814 


80.4262 


25400 


87.6325 


977.9383 


166.8075 


602.1520 


308.2381 


446 


87.5736 


85.6417 


7.9352 


75.3979 


40.6649 


18564 


87.4558 


76.6950 


6.1079 


117.0832 


46.9445 


18032 


87.3380 


-11.2967 


19.4382 


30.5344 


29.9177 


16708 


87.3380 


198.6383 


15.1582 


260.9401 


84.7186 


5107 


87.3380 


49.8333 


6.1750 


81 .431 1 


31.7077 


8097 


87.3380 


1237.4800 


59.8942 


1038.6759 


278.7603 


18180 


87.2792 


16.3083 


5.4291 


35.8572 


16.0527 


25706 


87.2497 


48.9150 


38.7615 


3.9442 


26.7475 


10185 


87.1025 


12.9467 


3.4184 


28.1031 


16.0516 


10498 


87.1025 


3546.8800 


249.7858 


289&8479 


679.2523 


4011 


87.1025 


627.7050 


93.7796 


344.4187 


238.5615 


3027 


87.1025 


2856.4400 


146.2722 


2342.0446 


599.1069 


15135 


87.0436 


2505.8533 


236.7948 


| 1888.6190 


484.5209 


1169 


86.9258 


87.7100 


18.2772 


179.3153 


85.2398 


2505 


86.9258 


220.0700 


21.9212 


223.3024 


105.7846 


I 16929 


86.9258 


2345.7183 


128.1357 


1977.5596 


400.1011 


23987 


86.8080 


67.5050 


3.9536 


85.4625 


31.3117 


17649 


86.7491 


6.1433 


8.9355 


29.7468 


17.6809 


22858 


86.6902 


57.8650 


17.7896 


99.9260 


31.0688 


15137 


86.6902 


1755.9750 


92.8778 


1537.6931 


344.9392 


20896 


86.6313 


13,8617 


5.6783 


30.6364 


16.2931 


18810 


86.5724 


338.9633 


50.9081 


476.7480 


104.8706 


1973 


86.4547 


169.2583 


34.4704 


264.5657 


75.8865 


15800 


86.4547 


40.8267 


2.9786 


53.0703 


24.1713 


1899 


86.4547 


10.6300 


5.1894 


34.2449 


30.3228 


357 


86.3958 


80.2850 


15.6870 


56.9612 


u 29.4959 


19092 


95.6419 


7921.6467 


357.8214 


5100.5972 


1408.9156 


21740 


95.1708 


274.3017 


15.5394 


438.1631 


165.4757 


3708 


95.0530 


553.3800 


144.3885 


213.4637 


128.0729 


3376 


94.4641 


-0.0550 


14.9486 


23.6759 


12.4331 
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Timepoint(s): 3, 6 hrs Document jjjo. 1926271 .2 



GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox |SD Nontax 


16569 


94.2285 


113.8867 


10.0209 


1 76 0609 


37.8706 


12802 


93.8163 


763.6800 


198.2722 


423 6223 


152 7835 


5208 


93.6985 


5540.8483 


699.7549 


2636 9835 


1336 9699 


16111 


93.2273 


165.9617 


15.6154 


274.2269 


75.1231 


22060 


92.8740 


-34.4800 


11.5351 


27.0342 


40 1355 


2141 


92.8740 


260.0383 


19.8404 


425 3062 


134 26Q0 


6521 


92.8151 


257.2733 


24.1022 


1 72 2920 


52 7422 

1 *Tf. * ■ 


13634 


92.6973 


4998.8967 


697.5690 


28*53 4748 


1037 1Q4^ 


2099 


92.6973 


1183.3100 


74.0262 


843 9261 


202 1 1 7*5 


23530 


92.6384 


115.1167 


4.2949 


1 37 6799 


3fi 71QR 


14622 


92.4617 


214.5950 


34.7123 




R4 R^73 


2246 


92.2261 


42.2367 


13.1786 


10S m4Q 


QftftQ 


6440 


92.2261 


817.7067 


28.3416 


R9Q 91 67 


1RQ 1 1Q0 


2603 


92.1084 


187.2217 


16.4073 


14R91R9 


QR QH99 


14424 


91.9906 


3469.5100 


591 .3573 


1747 RQ91 

lit* .Uv?C 1 


RRR 43 C »Q 


17117 


91.9906 


2741.2250 


254.4631 


1 QRQ Qftftc: 


493 R^H9 


26327 


91.9317 


24.3500 


9.7483 


\J.\J 1 U9 


in RH4R 

I U.OUH-O 


13633 


91.9317 


2747.1833 


350.6961 


1R41 Q7RR 


R1 1 4Q7R 


10176 


91.8139 


188.3367 


18.8885 


^01 ^IR 


R4 Q399 


8477 


91 .7550 


775.0450 


159.1300 


S1R 741 n 


143 97QR 


3133 


91.7550 


189.0850 


17.4704 


979 7Q4^ 


17R9 

«J%7. 1 I UZ. 


4001 


91.6961 


112.1867 


7.5530 


900 97^7 


R1 74RO 


9432 


91.6961 


91.0833 


17.7474 




30 RQ7R 


11446 


91 .5783 


598.4833 


25.5114 


4Q9 0971 


1 HR H74R 


22969 


91.5194 


298.9050 


30.3133 


4*57 47^7 


1 1R 917R 


18669 


91.5194 


73.8200 


13.1564 




r** 391 1 


10269 


91 .4605 


5046.7200 


255.4008 




Rnn q^r 


14051 


91.2839 


503.6483 


58.7577 


349 70fi c J 


111 ?n^i 

til .OUO 1 


11421 


91.2250 


107.7850 


12.0373 


171 RR^ 

1 * 1 .OUJJ 


43 91H3 


3417 


91.1661 


1580.3250 


95.2824 


1 14S 3441 


39R 17RR 


22957 


90.8716 


814.4950 


53.0541 


597 5378 


99S 1QH9 


23477 


90.7538 


61.3617 


3.5295 


uu.uu ou 


\ 4fi 


10087 


90.6949 


177.9333 


11.2364 


287 9610 


1 34 6420 


15246 


90.6360 


48.9150 


21 .0242 


83 9365 


91 R^4Q 


9492 


90.6360 


49.3467 


7.4073 


83 4706 


24 3122 


2610 


90.6360 


3087.4400 


313.3123 


2514 2944 


1 640 2004 


3079 


90.5183 


175.1517 


12.3758 


279 3907 


117 6706 
it* «\j ■ 


22876 


90.4594 


158.6733 


22.1152 


104.4160 


35 6967 


14328 


90.4594 


96.5933 


14.1784 


165.1451 


51 .8878 


15179 


90.4005 


2.7333 


13.3405 


40.7851 


28.6783 


12622 


90.4005 


-21.2333 


12.8254 


31 0369 


35 8592 


14734 


90.4005 


28.0500 


7.0327 


3.7592 


31 .8280 


3139 


90.2238 


5172.0167 


987.4111 


3291 .9580 


1106.2295 


8322 


90.2238 


21.7950 


15.8146 


59.2176 


23.9984 


22885 


90.1649 


3311.5850 


440.0017 


2189.4909 


685.1268 


5637 


90.1649 


9.9950 


17.9449 


65.6686 


36.4965 


6291 


90.1649 


156.0150 


16.9060 


258.8655 


96.3304 


11404 


90.1060 


615.9567 


75.2152 


430.7413 


124.9767 


17479 


90.1060 


64.3667 


9.3776 


93.1423 


46.1995 


22688 


90.1060 


55.0767 


23.0803 


189.5870 


109.3148 


16175 


89.9882 


7824.7950 


863.4867 


5453.2757 


1369.8089 


17755 


89.9293 


122.5617 


19.3752 


236.8155 


112.2481 
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GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontax 


SD Nontox/ 


4335 


89.8704 


102.1133 


7.1788 


118.5110 


56.0123 


3612 


89.81 1 5 


241,6800 


53.8698 


115.6380 


75.4673 


24721 


89.6938 


18.6450 


5.7678 


39.4846 


16.5963 


10195 


89.6349 


185.3217 


26.6365 


315.3553 


103.1341 


2416 


89.6349 


236.1717 


27.1880 


417.8900 


147.0255 


2299 


89.5760 


110.9150 


10.2370 


154.6761 


84.8877 


7111 


89.5171 


200.0783 


24.7526 


273.8334 


51.9571 


15148 


89.5171 


488.4500 


19.8265 


548.5374 


166.0336 


22600 


89.4582 


191.0683 


33.1576 


109.6837 


51.6960 


22914 


89.4582 


570.2717 


38.2628 


768.0887 


473.1840 


3737 


89.4582 


35.8600 


6.7825 


21.1929 


24.0766 
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TABLE 5X: GEMFIBROZIL 
Timepoint(s): 24 hrs 


' , . ' Attorney Docket No. 44921-51 1 3WO 
; „ Document No. 1926271.2 


GLC3C;HD NO. 1 


_DA Score 


VleanTox J 


SDTox I 


VJean Nontox *. \ . 


SDNdntpx 


891 


100.0000 


57.9780 


22.7123 


792.5727 


364.9740 


21103 


100.0000 


352.7470 


2.4593 


177.7142 


< 50.3071 


17999 


100.0000 


72.2140 


15.7246 


967.7092 


260.3414 


16204 


100.0000 


3140.5050 


1 .3633 


1867.6155 


376.3425 


17913 


100.0000 


629.6300 


7.1729 


230.5575 


60.1008 


4461 


100.0000 


-30.1605 


2.6920 


27.9762 


13.5366 


18152 


100.0000 


148.4440 


0.0608 


71 .0558 


18.2764 


20700 


• 100 0000 


660 5955 

\J W v/ • V/ V w \-r 


0.3727 


3033.8896 


1095.2713 


18000 


100 0000 


1 50 0980 


3.5836 


1238.8431 


346.4943 


19087 


100.0000 


34.8370 


0.0014 


22.6736 


12.8198 


24825 


100.0000 


166.1255 


0.3189 


853.1212 


419.9981 


15864 


100.0000 


105.6765 


0.0191 


163.5531 


58.6481 


15376 


100 0000 


429.1690 


1.0140 


243.0715 


64.8875 


24862 


100 0000 


-14.1915 


0.6357 


131.7352 


54.7681 


18313 


100 0000 


38.6850 


0.0198 


26.0188 


44.0744 


11938 


100 0000 

1 W. WW 


526 7985 


7.4112 


1143.7574 


277.9033 


16400 


1 00 0000 


766 9855 


120.8735 


5008.3705 


1697.7519 


10503 


100 0000 


14.9175 


1 .0274 


183.5102 


121.4959 


17257 


99 9414 


-22.3100 


1 .0409 


33.2762 


24.3056 


14934 


99.9414 


1 48 3030 


0.1428 


112.7899 


25.0864 


94626 


99.9414 


3517 2184 


21.3384 


2114.1016 


353.6343 


25479 


99.9414 


90 9970 


7.5646 


436.7929 


163.5942 


1 1 CUJ 


QQ 9414 


85.7420 


0.0382 


57.6611 


27.2409 




99.9414 


39 0690 


0.0566 


10.7834 


18.6882 


23058 


99.9414 


0.0170 


0.1838 


20.5057 


10.5402 


18079 


99.9414 


211 2360 


1 .3873 


112.9897 


53.4861 


17729 


99.9414 


3740 7170 


9.3678 


2186.4180 


424.4259 


4412 


99 9414 


553 1410 


3.3927 


301.9819 


73.4835 


16918 


99.9414 


5112 4294 


19.5873 


3017.7011 


882.9682 


16417 


99.9414 


260.2670 


0.2998 


165.1403 


51.6355 


17281 


99.9414 


17.1160 


0.6421 


156.2902 


82.7344 


10016 


99.9414 


241 .9885 


; 0.0403 


23t.8160 


66.3897 


4352 


99.9414 


26.6335 


0.3458 


-2.0568 


11.7466 


s 20896 


99.8828 


-10.3445 


1.7034 


30.6145 


16.2001 


1516 


99 8828 


61 .4820 


0.6265 


23.8791 


19.5909 


427 


99.8828 


I 631.8890 


2.5682 


1712.8640 


924.2715 


S 14959 


99.8828 


2597.5034 


10.3697 


1630.0084 


408.4468 


8097 


99.8828 


1657.9465 


2.7641 


1038.6223 


277.0228 


18001 


99.8828 


33.0820 


8.0907 


358.0646 


124.4128 


656 


99.8828 


70.6805 


0.0290 


100.4979 


28.2091 


14996 


99.8828 


-8.3695 


0.1351 


44.1282 


42.8789 


15932 


99.8828 


328.4995 


1.4149 


135.8679 


35.1857 


7875 


99.8828 


112.6540 


0.8316 


55.4683 


18.6672 


10306 


99.8828 


2064.2914 


21.0145 


650.3076 


230.7671 


19335 


99.8828 


528.6560 


2.4141 


336.4630 


93.1191 


16516 


99.8828 


-5.6190 


0.3578 


26.9786 


20.7532 


16615 


99.8828 


41.4290 


0.9532 


6.4854 


5.8430 


556 


99.8828 


33.0355 


> 4.0708 


264.8250 


88.8258 


1806C 


) 99.8828 


\ 301.7945 


i 1.917C 


) 173.954S 


38.2289 


16367 


99.8242 


! -32.846C 


I 3.5497 


623.7337 


286.1924 


2140C 


) 99.8242 


[ 63.1 65C 


) 2.3688 


I 348.1832 


! 149.8176 


1497C 


) 99.8242 


! 10.980E 


i 0.7205 


i 59.1567 


25.6000 
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TABLE 5X: GEMFIBROZIL y ; : " Attorney Docket No. 44921 -51 1 3 WO 



Timepoiht(s): 


24 hrs 






Document No. 1926271.2 




lua ocore 


MeanTox 


SD Tox 


Mean Nontax -v 


SD Nontax 


18358 


99.8242 


884.1855 


3.5178 


504.6891 


126.5067 


20848 


99.8242 


1625.2790 


20.1865 


981.3555 


197.5591 


17635 


99.8242 


76.4400 


1.1271 


275.0091 


132.3821 


504 


99.8242 


20.3465 


0.0318 


14.2702 


8.5690 


15154 


99.8242 


1077.6445 


40.0951 


482.1367 


167.2712 


16482 


99.8242 


268.7165 


0.661 1 


189.1817 


44.7613 


19831 


99.8242 


233.8855 


8.0858 


107.4432 


32.2145 


7637 


99.8242 


108.1690 


1.1837 


46.4525 


16.8638 


19870 


99.8242 


92.9975 


3.6579 


31.1070 


13.7351 


1285 


99.8242 


203.2245 


1.7176 


103.3524 


35.5581 


26053 


99.8242 


414.8170 


0.9815 


186.2617 


152.0722 


1639 


99.8242 


45.6460 


0.6208 


114.1141 


36.1955 


18490 


99.7655 


201 .0005 


0.4236 


135.6860 


33.0218 


23950 


99.7655 


191.8915 


7.7082 


86.9859 


24.0886 


25799 


99.7655 


128.9675 


0.1322 


213.2875 


141.3784 


25480 


99.7655 


25.8080 


0.0396 


29.7690 


28.3762 


25204 


99.7655 


15.2615 


0.3048 


106.4632 


56.2704 


18038 


99.7655 


12.3210 


0.1923 


45.6149 


22.5872 


626 


99.7655 


559.0200 


27.6705 


88.5603 


71.8056 


25962 


99.7655 


127.7795 


0.1888 


83.8237 


41 .8055 


15688 


99.7655 


29.0325 


0.1945 


1 1 .4954 


12.3693 


1041 


99.7655 


21.2510 


0.0806 


3.3769 


9.3395 


12932 


99.7655 


51 .0405 


0.4023 


0.41 1 1 


24.2421 


21014 


99.7655 


130.6825 


8.4054 


828.8222 


437.3759 


16922 


99.7655 


161.5700 


2.0266 


362.6156 


127.0364 


17204 


99.7655 


346.9705 


44.9939 


1024.0512 


267.2032 


_ 25802 


99.7655 


647.1835 


0.4618 


648.2659 


152.4099 


20982 


99.7069 


251.8350 


2.6927 


103.2733 


34.6272 


1004 


99.7069 


167.0760 


5.6908 


73.7007 


19.8296 


15281 


99.7069 


1274.7875 


40.5463 


544.6479 


172.7761 


20698 


99.7069 


-7.8545 


1.5677 


374.4346 


210.0279' 


21657 


99.7069 


285.7650 


15.1490 


887.6602 


405.3258 


16013 


99.7069 


76.1980 


0.0877 


57.0948 


15.0628 


13088 


99.7069 


53.3435 


1 .7204 


280.4627 


160.8363 


1175 


99.7069 


-21 .5575 


0.1549 


42.5681 


75.8417 


20283 


99.7069 


219.0165 


0.5070 


145.6425 


55.3122 


6110 


99.7069 


49.4900 


0.0919 


33.7993 


20.8643 


25680 


99.7069 


415.6810 


9.4116 


1070.7598 


306.8587 


2367 


99.7069 


62.5365 


4.8826 


207.7263 


53.3965 


428 


99.7069 


408.6365 


7.9387 


1933.4240 


962.2181 


240 


99.7069 


300.4635 


0.1718 


254.7996 


100.1273 


22862 


99.7069 


7.0705 


2.0556 


153.7047 


89.6820 


1562 


99.7069 


106.2345 


2.3568 


321.4104 


128.6502 


1450 


99.6483 


42.9430 


2.0902 


14.6996 


8.0472 


6968 


99.6483 


103.0745 


0.4038 


154.7418 


34.3119 


1785 


99.6483 


148.1300 


4.9568 


55.9406 


21.5427 


19252 


99.6483 


1285.1655 


2.7839 


983.2921 


239.1590 


4433 


99.6483 


201.6470 


0.7255 


129.7774 


34.0644 


21414 


100.0000 


45.1120 


0.5473 


192.2360 


94.3847 


6018 


100.0000 


69.6890 


0.5374 


1089.9992 


1181.9021 


15315 


100.0000 


6093.8755 


0.6401 


4650.7826 


1113.8360 


22744 


100.0000 


17.3685 


0.0177 


55.0555 


18.1037 
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TABLE 5X: GEMFIBROZIL 
Tlimepoint(s): 24 hrs 
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GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox |SD Nontox 


11127 


100.0000 


17.2830 


0.1471 


67.7786 


26.2720 


6175 


100.0000 


24.4395 


0.0035 


26.6274 


1 6 7868 


20910 


100.0000 


1510.6615 


12.9054 


885 0722 


1 78 9333 


7983 


100.0000 


152.0685 


0.8450 


62 2263 


20.0220 


3677 


100.0000 


427.8770 


0.8358 


189.7970 


57 0601 


23424 


100.0000 


2145.3285 


0.6258 


1354.3276 


355 6500 


23162 


100.0000 


19.8825 


0.1237 


420 3028 


302 1243 


9312 


100,0000 


5.7465 


0.0417 


34.1231 


16 9666 


18002 


100.0000 


98.5510 


6.7939 


1301 3013 


483 46Q0 


23159 


100.0000 


1594.2170 


40.8312 


565 1815 


97*i 41 17 


18826 


100.0000 


6289.1785 


90.8187 


1819 3408 




9829 


100.0000 


1064.3615 


2.2550 


82 1876 


570. I £JO I 


4039 


100.0000 


227.4660 


5.1463 


64 6^16 


^1 ^1 *\7 
O I .3 I D / 


15373 


100.0000 


1327.1115 


9.6952 


59Q 4636 


1 Q** Q^fiP 


5809 


100.0000 


63.4430 


0.0028 


44 16^1 


o*a qno7 
OO.OVJOi 


2141 


100.0000 


142.6990 


0.4695 


494 806^ 


iOO Q7QO 


7781 


100.0000 


23.0380 


0.0156 


6 0301 


i 14 7909 


14263 


100.0000 


196.1725 


0.2708 


108 40S7 


fie r\4fif* 


19105 


99.9414 


3294.8090 


82.6764 


1 64Q ^ROQ 


OOZ .0*4- OD 


6016 


99.9414 


85.4555 


1.1335 




9^^ n^o-i 


23824 


99.9414 


608.1620 


10.9022 


983 ^7flQ 


ft A 1 

OO. I ODD 


13502 


99.9414 


413.4770 


13.8310 


169 9846 


O^f.Of OO 


16616 


99.9414 


570.9840 


22.8169 


i6n 


7q nft4n 


12916 


99.9414 


18.6380 


0.0028 


90 4869 


1 Q 14ft4 


4719 


99.9414 


27.0475 


0.0078 


63 Q7DR 


9fi 47H1 


9079 


99.9414 


67.0295 


1 .0359 


396 6761 


997 9Qi47 


2296 


99.9414 


72.8825 


5.8372 


477 9848 


189 7014 


13928 


99.9414 


17.6405 


0.1181 


57 5238 




2267 


99.9414 


456.4670 


0.9376 


200 2759 


65 7386 


11274 


99.9414 


77.5365 


0.0742 


131 8063 


41 9fiQO 


3981 


99.9414 


-13.1520 


1.6461 


205 9330 


91 8 6^09 


17592 


99.9414 


253.1340 


0.2758 


130-9571 


9^44 


6872 


99.9414 


1287.8465 


8.2668 


526 0131 


onn H719 


23521 


99.9414 


95.1755 


0.0431 


275 0689 


9^0 878^ 


19249 


99.9414 


1624.6035 


28.5848 


484 2061 


938 QQ91 


3326 


99.9414 


39.1305 


0.0318 


7.2682 


20 8794 


2787 


99.9414 


387.7805 


0.7220 


596 8751 


1 67 0096 


13286 


99.9414 


78 r 7540 


0:3776 


289.7144 


154 6678 


10641 


99.9414 


482.7420 


1.4397 


140.2145 


56 2296 


10941 


99.8828 


26.7435 


0.0799 


11 8085 


1 8 6369 


2339 


99.8828 


274.2035 


0.4900 


542 1906 


1 S8 Q1Q9 


7223 


99.8828 


67.9885 


2.4940 


234.5974 


66.0002 


19669 


99.8828 


17.4295 


0.0686 


66.4653 


30.7736 


15085 


99.8828 


457.2490 


1.5118 


1017.9023 


337.7514 


10825 


99.8828 


559.3730 


16.1602 


209.5752 


63.2411 


7691 


99.8828 


2.8740 


0.1499 


53.2339 


56.3161 


4401 


99.8828 


10.9095 


0.2878 


44.3672 


17.1855 


19822 


99.8828 


274.5565 


0.3712 


423.1763 


104.8925 


10902 


99.8828 


310.5465 


3.3623 


7.3221 


106.2591 


19009 


99.8828 


2882.6265 


160.9990 


1069.2950 


283.4635 


26173 


99.8828 


328.3225 


1.8166 


154.3181 


56.7976 


21894 


99.8828 


533.9345 


10.3937 


177.6775 


84.9097 
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TABLE 5X: GEMFIBROZIL .."1 ^ Attorney Docket No. 4492^51 13WO 
Timepbint(s): 24 hrs 1 " bbcument No. 19^6271.2 


GLGC ID NO, 


LDA Score ■„ 


Mean Tox 


SD Tox 


Mean Nontox {$ 


SD Nontox 


15751 


99.8828 


31.7410 


0.0057 


37.4075 


15.9568 


23749 


99.8828 


245.9940 


2.5428 


115.7091 


42.5860 


4107 


99.8828 


68.2995 


0.3104 


204.6376 


86.2987 
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TABLE 5Y: GEMFIBROZIL 7 Attorney Docket No. 44921 -51 1 3WO 

Timepoint(s): 3, 6 hrs? • "■■ K Document No. 1926271.2 



GLGC ID NO. 


LDA Score 


Mean Tpx 


SDTox : : 


Mean Nontox 


SD Nontox 


16192 


95.8235 


26.0524 


0.3105 


28.1627 


9.6372 


24651 


95.4118 


88.5786 


1 .0425 


90.8984 


23.2786 


21835 


94.6471 


23.0874 


0.8774 


14.5993 


8.1355 


15997 


94.5882 


755 6824 


208 5589 


288.6663 


216.0823 


4290 


94 2353 


1 67 0366 


1 1.1857 


128 6356 


77 8630 

f f .wwww 


2628 


94.1765 


513 9864 


204 7688 

t— W — T . f WWW 


184.4014 


134 5587 

1 W^. WW W 1 


20812 


94 0588 


3083 5518 

WWWW.WW 1 W 


70.4052 


2972 6140 


742 3632 


13479 


94 0000 


174 8156 

i ■ ^r.w i ww 


4.4067 


165 1229 


59 1525 

Ww * 1 W^w 


20282 


93 8824 


3.8280 


1 .0575 


34.7229 


47.4168 


18538 


93.2941 


50 2250 

OU.f f wV/ 


2.4605 


90 2790 

W W.b f WW 


63 4808 

ww .tUuU 


1632 


93.2941 


25 9409 


0 QQ97 


33 3579 

ww.ww/ w 


18 *^50Q 

1 O.wwww 


1 4330 


93.1 176 


283 2154 


1 2 848^ 


333 2623 


9^0 941 Q 


22352 


92 3529 


741 .7320 


161 .4476 


436 4692 


224.7733 


24518 


92 3529 


619 0768 

V> 1 W.w f WW 


13 7127 


611 3573 

w 1 1 .ww f w 


148 8QQ9 


22670 


92.2941 


72 3686 


5 6363 


51 1689 

w 1 • 1 UUC7 


94 8^18 

^.*+. WW 1 W 


1 1210 


92.1765 


67 7244 


19 4*301 


^7 70^5 
w r • f www 


1Q 1^17 


21848 


92 0000 

Zt£m . W W V/W 


252 5148 


6.5262 


282 3888 


71 1547 

1 I.I w"t I 


19014. 


Q1 8894 


"347 9714 

W*T f ./C / 1 f 


R 7°,QR 

O. I OC/O 


SL-3\J . W*TWW 


86 404^ 


20940 


91 7059 

w I • » www 


1071 2330 


51.3145 


1143 4127 


504 7973 

WW*T. f W J W 


1035 


91 .2941 


59 3954 


2.5539 


58 5073 

WW.Wwf w 


98 24^5 


18079 


91 0588 


1 38 6012 


4.1963 


113 0702 


CO 7CCC 
ww • f www 


1813 


90 8894 


1 59 7016 


R7 6088 


51 Q054 

W 1 .WWW*T 


64 4809 

W*+ .*+ w w/- 


23543 


QO 8824 


276 7548 


1 1.1362 


^40 QQ75 

W*TW.WW # W 


196 6418 


19067 


90.6471 


1 2.3746 


1 .0643 


25 1 5Q5 

£-\J . 1 www 


95 01 ^6 


20868 


90.6471 


22.5940 


2.8008 


15 5601 

1 w. www 1 


1Q 67^Q 

1 W . W 1 WW 


9134 


90.4118 


605 3016 


24.4099 


6Q^ 8102 

www. w 1 W^L 


1 54 8Q89 

I W*T.Oww^ 


1356 


90.2941 


1 5 3086 


2.7497 


38 7415 

W W . / *T 1 W 


9Q 45^8 


16146 


90 2353 

WW m£—\J W W 


98 1826 

WW. IUCU 


4.6022 


75 8604 

I W.WWW*T 


94 1477 


16468 


90 0588 

^J\J . VV W W W 


529 3390 

\J£—*J .WW WW 


17.7182 


519 6732 

W 1 W.W 1 kJ 


168 9895 

1 wU.WWv/w 


15647 


89.7647 


79 8634 


7.3649 


48 0490 


27 2775 

£~ f .CI 1 W 


25531 


89 7059 

UJ. I w W W 


36.1214 


5.6779 


22 0008 

^ ■ r. . w Www 


1 0 7202 


10071 


89.6471 


81 6614 


22.1625 


4^-9697 


35 6392 

WW. wWw£- 


21654 


89 6471 


1 1 84 8664 

1 1 W'T.WWW^' 


1 50 2557 

1 ww .4— ww 1 


853 Q959 

Www .WW WW 


99^ 4491 


20549 


89.6471 


28 9430 

W~WW 


4.3335 


16.4473 


1 9 2909 

1 w.wwww 


17060 


89 5294 


44.7930 


5.5842 


55 5395 

WW. WW w w 


43 5963 

~ W • Ww w W 


21589 


89 4706 


1 25 9200 


18.6847 


84.1 155 


27.4426 


21707 


89.4118 


215.0292 


18.7593 


146 2346 


82 5806 


4539 


89.3529 


25.3444 


3.6142 


9.6372 


14.8622 


20719 


89.2941 


138.3752 


13.3743 


99 9510 


33 9549 


13973 


89.2353 


30.1746 


2.6480 


57.7344 


32.5529 


18597 


89.1765 


1107.1500 


48.2089 


1079 1061 


373.1218 


17161 


89 1765 

ww. 1 1 WW 


2744 3006 


134 6568 


2232 8815 


738.2172 


6403 


89.1176 


177.9958 


7.4319 


174.0769 


50.6689 


21955 


89.0588 


68.1074 


8.8779 


38.8995 


28.7519 


17709 


89.0000 


108.5914 


8.2726 


89.5435 


46.8767 


1977 


88.8824 


414.9094 


63.1999 


286.9487 


131.2726 


4527 


88.8235 


74.9966 


12.1418 


50.6772 


24.6847 


14261 


88.8235 


23.7634 


2.0656 


34.5420 


17.5595 


70 


88.8235 


123.2140 


10.0378 


106.3738 


50.7063 


4312 


88.7647 


53.9818 


8.4032 


137.5738 


142.6727 


18583 


88.7059 


38.9130 


11.7078 


[ 19.1538 


13.4573 


412 


88.7059 


4975.9194 


360.0045 


4394.9721 


1655.5159 
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TABLE 5Y: GEMFIBROZIL Attorney Docket No. 44921 -511 3WO 



Tirriepoint(s): 


3, 6 hrs 






Document Nol 1926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nbntox 


SD Nontax 


18714 


88.6471 


451.7764 


29.9084 


391.4240 


143.9549 


18445 


88.5882 


125.5272 


11.5614 


273.5453 


163.3329 


16381 


88.5294 


321.8074 


17.3590 


430.8460 


120.7778 


23226 


88.4706 


69.6244 


3.9014 


57.1465 


24.5621 


10498 


88.4706 


2971.5530 


123.6171 


2902.9946 


681.2160 


15411 


88.4118 


212.9686 


45.0772 


133.9224 


83.9780 


1113 


88.4118 


29.3590 


2.5920 


25.8072 


20.3150 


19018 


B8.2353 


231.7870 


17.3511 


200.1697 


102.2140 


24471 


88.1765 


31.3008 


7.7348 


26.7249 


25.0803 


25505 


88.1765 


19.2532 


1.2415 


24.1520 


12.2595 


1126 


88.1176 


54.4044 


2.5282 


50.2362 


18.9195 


25518 


88.0000 


36.9104 


3.1513 


41 .2061 


20.0131 


15434 


87.8824 


177.8866 


107.4986 


49.9605 


28.6816 


20844 


87.8824 


2268.2508 


118.4658 


2082.1467 


642.2616 


10260 


87.8235 


55.5444 


4.9421 


83.3242 


31 .8393 


17494 


87.8235 


23.3910 


1.5573 


29.9757 


9.0980 


23084 


87.8235 


22.5278 


1.7396 


20.5828 


14.0740 


15437 


87.7647 


70.7694 


40.7655 


14.8768 


12.2052 


442 


87.7647 


14.7536 


1.5554 


24.5677 


12.4089 


16147 


87.7647 


27.1532 


4.0071 


42.9308 


17.5802 


19241 


87.7059 


251.9096 


29.0674 


194.5401 


69.2356 


19391 


L 87.7059 


359.1440 


25.0126 


404.9257 


204.7553 


23524 


87.6471 


521.8950 


39.4063 


395.4485 


194.7519 


15829 


87.5294 


292.4126 


164.0932 


26.7817 


75.2457 


15372 


87.5294 


520.2096 


22.2412 


428.2622 


96.7533 


25689 


87.4118 


2667.3282 


146.6749 


2453.1727 


682.7294 


14951 


87.3529 


-2.8730 


14.0012 


34.1179 


34.7728 


4378 


87.3529 


63.6198 


9.4185 


42.5137 


22.3089 


j 15137 


87.2941 


1069.8870 


138.1188 


1541.9857 


343.2685 


1099 


87.2353 


93.3982 


6.2595 


85.4352 


33.5609 


20248 


87.1765 


28.1572 


3.3711 


27.5553 


17.2393 


2010 


87.1765 


3127.7042 


217.0105 


2933.6622 


1113.4032 


17757 


87.1765 


68.7980 


5.7684 


84.2577 


29.5837 


17316 


87.1176 


160.4396 


98.9052 


34.7257 


25.6670 


20987 


87.1176 


166.3364 


8.0886 


190.9699 


42.8722 


24185 


87.1176 


76.3350 


3.4399 


73.7984 


21.2096 


695 


87.0000 


66.4954 


5.1065 


54.8316 


26.8517 


1859 


86.9412 


33.1778 


4.3151 


44.7810 


25.8054 


18031 


86.8824 


149.5292 


9.5226 


145.5405 


50.2935 


9537 


86.8824 


59.8876 


4.4348 


44.0915 


19.2299 


4294 


86.8235 


30.1152 


4.5674 


23.9149 


17.1394 


24473 


86.7647 


203.2812 


18.5571 


178.4669 


64.6842 


14185 


86.7647 


330.5408 


54.0110 


275.5481 


178.9270 


18100 


86.7059 


111.0264 


6.5239 


110.0394 


40.0557 


4957 


86.7059 


67.8362 


15.3129 


148.2055 


68.0318 


15767 


86.7059 


71.7004 


4.5321 


82.9583 


29.6649 


16148 


86.6471 


681.9648 


157.7688 


486.2290 


363.9556 


21069 


I 86.6471 


56.9494 


6.3717 


42.5139 


12.3694 


22522 


96.8235 


► 74.8670 


13.1507 


158.7987 


42.9206 


9271 


96.5882 


19.3582 


2.5251 


48.3498 


29.6000 


1835C 


> 96.1765 


> 483.7604 


97.2371 


230.1633 


81.8518 


2231 


95.1765 


\ 96.1968 


10.1687 


234.5461 


112.9411 
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TABLE 5Y: GEMFIBROZIL Attorney Docket No. 44921 -51 13WO 



Timepoint(s): 


3, 6 hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


MeanTox 


SD Tox 


Mean Nontox 


SD Nontox : 


19503 


95.1176 


28.1032 


0.7837 


27.2246 


16.8340 


12047 


95.0588 


82.5824 


7.3468 


46.3194 


21.3626 


22586 


94.9412 


7082.6896 


410.8100 


3813.0795 


3591.8467 


11502 


94.7059 


502.6166 


111.8388 


888.5788 


197.3000 


6585 


94.5882 


1668.3652 


395.7349 


485.2994 


535.5038 


5953 


94.5294 


698.1506 


88.6908 


337.9868 


170.5397 


22980 


94.2353 


140.1904 


8.831 1 


94.6526 


31.6648 


2539 


94.1176 


84.2148 


4.9265 


81.5631 


62.2187 


6476 


93.8824 


87.1606 


6.4243 


47.0861 


37.7315 


12795 


93.5882 


65.8048 


16.1058 


8.3429 


31.4612 


8143 


93.4118 


497.2378 


92.7314 


236.5242 


137.1192 


4707 


93.4118 


70.5974 


2.0542 


68.9675 


32.7414 


14298 


93.2941 


318.3108 


34.1131 


188.4397 


97.4695 


22171 


93.0588 


523.7928 


33.8739 


368.9414 


97.8386 


20524 


93.0588 


66.0146 


8.4943 


35.0581 


19.9586 


20918 


93.0000 


55.3676 


48.2257 


120.9113 


43.3572 


9942 


93.0000 


668.9648 


17.8820 


649.4574 


208.8295 


22111 


92.9412 


223.3540 


10.9983 


166.4401 


57.2748 


2704 


92.8824 


-0.9652 


22.5092 


70.8519 


42.1017 


9419 


92.8235 


14.5084 


0.9160 


20.1123 


10.9146 


2249 


92.7647 


58.0682 


4.4170 


34.9093 


17.0172 


10024 


92.7647 


45.1246 


1 .8499 


39.8009 


24.3970 


24373 


92.7059 


352.3202 


38.4587 


207.1689 


74.1531 


23595 


92.6471 


99.3968 


12.8051 


52.3067 


28.6214 


21164 


92.4706 


274.4614 


7.9488 


233.2003 


97.5254 


5255 


92.4706 


433.6690 


88.5946 


207.4231 


102.6722 


8707 


92.4706 


470.3854 


25.8874 


342.0778 


88.0795 


5242 


92.3529 


88.0082 


3.0155 


82.0582 


32.8720 


21504 


92.2941 


493.1012 


30.2263 


751.6040 


274.6158 


19367 


92.1765 


2665.7216 


301.7146 


1363.4436 


1339.3755 


14230 


92.1176 


73.9098 


5.4211 


47.2590 


23.3927 


4849 


92.1176 


1394.6232 


26.7648 


1415t8893 


318.3375 


24200 


92.0588 


805.8238 


72.4410 


537.1142 


159.1310 


14589 


91.9412 


583.7412 


148.8885 


293.2676 


139.3614 


6796 


91.8235 


747.1966 


97.9739 


479.3440 


151.5700 


8274 


91.7647 


209.3936 


14.0560 


149.8646 


44.6497 


23124 


91.7059 


70.2404 


13.9117 


120.8428 


34.9208 


17823 


91.5294 


558.6944 


14.8250 


553.7988 


133.1730 


10869 


91.4706 


248.1242 


89.9937 


77.7430 


96.8148 


23587 


91.4706 


228.9080 


18.8750 


161.0235 


47.9041 


14303 


91.4706 


379.2070 


15.4531 


360.0660 


124.7831 


4521 


91.4706 


235.8458 


11.7881 


304.5494 


86.6208 


14258 


91.4706 


215.1518 


6.8913 


175.3964 


49.0046 


3457 


91.4118 


36.6412 


4.9377 


62.2120 


21.6901 


8049 


91.4118 


96.3554 


3.6622 


108.8027 


42.7195 


8715 


91.4118 


114.7808 


28.7192 


369.3070 


266.6937 


17773 


91 .3529 


480.8214 


83.5156 


309.3781 


100.5674 


23099 


91.2353 


288.7692 


13.2244 


254.0847 


1 12.0855 


6382 


91.1765 


491.1246 


27.1535 


330.4612 


170.2312 


12731 


91.1176 


232.1998 


33.6727 


102.4383 


104.2591 


19624 


91.1176 


> 248.9984 


17.0238 


235.1748 


130.1171 


3362 


! 91 .0588 


\ 45.594C 


13.287S 


> 87.4348 


27.7746 
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TABLE 5Y: GEMFIBROZIL 



Timepoint(s): 


3, 6 hrs 






Document No. 1926271:2 


GLGC ID NQ. 


LDA Score 


Mean Tbx 


SDXox 


Mean Nontox 


SDiNontox 


19561 


91.0588 


326.5228 


16.1238 


307.8421 


125.7779 


13515 


91.0000 


361.4700 


9.5936 


299.9174 


106.4200 


22666 


90.8824 


323.6434 


103.1470 


185.9957 


116.0819 


8850 


90.8235 


147.6210 


25.3208 


97.5437 


43.1598 


8501 


90.8235 


53.7868 


4.5417 


87.8370 


31.9776 


19075 


90.7647 


588.9430 


132.3429 


339.0957 


171.0943 


14492 


90.7647 


454.1514 


62.6555 


268.5095 


103.0903 


13009 


90.7647 


64.6190 


6.8333 


107.2373 


49.0046 


22933 


90.7647 


1458.7786 


161.0636 


776.5016 


606.3624 


12241 


90.7059 


149.4844 


31.6464 


72.1720 


55.0721 


19783 


90.5882 


684.7546 


29.4488 


726.3348 


208.0541 


14149 


90.5882 


268.1370 


45.0320 


183.7671 


50.3125 


21661 


90.4706 


686.1798 


36.7479 


1086.3829 


589.5578 


2093 


90.4706 


1083.2606 


123.2140 


508.0925 


412.2086 


18406 


90.4118 


91.6354 


12.2445 


49.1050 


27.8390 


11542 


90.4118 


163.1946 


5.2303 


192.8448 


36.1804 


8431 


90.4118 


132.1784 


26.5846 


75.6269 


39.0401 


5866 


90.4118 


1072.7196 


129.3060 


730.9015 


226.5649 
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TABLE 5Z: HEPATITIS Attorney Docket No. 44921-51 13 WO 



Timepoint(s): 


Various . 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Ndritox 


12788 


89.2114 


63.9089 


34.9557 


11.1482 


20.9174 


19952 


86.1674 


4.4050 


8.2814 


29.7049 


23.7363 


2079 


83.7139 


114.0090 


15.6331 


162.8803 


45.3009 


1928 


83.5728 


71.7308 


. 20.7410 


127.0512 


39.4674 


16825 


83.4709 


114.7785 


54.4008 


44.0730 


20.6616 


10743 


83.0529 


21 .9640 


9.7889 


71.5806 


54.4163 


18269 


82.8020 


117.6146 


33.9108 


186.0563 


54.6026 


16982 


82.2690 


4058.3086 


1627.4436 


1558.5773 


866.3594 


15767 


81.8301 


45.3887 


14.6625 


83.9292 


29.2272 


1973 


81.5897 


167.2445 


49.1889 


266.5688 


74.9606 


2629 


81.5583 


388.4429 


134.0744 


194.9359 


116.3658 


16168 


81.2578 


3890.6780 


1055.8008 


2282.2991 


981.9310 


23709 


81.1690 


29.9070 


11.5706 


62.5262 


27.7667 


1070 


80.5759 


29.0704 


29.4867 


-3.5488 


14.7903 


764 


80.3982 


20.1445 


7.6809 


39.8514 


17.4269 


11153 


80.0873 


175.9210 


65.1418 


279.6470 


82.9587 


11152 


80.0376 


44.2105 


26.6982 


98.1310 


45.4385 


8317 


79.9775 


153.6095 


29.9265 


246.4819 


102.2146 


11493 


79.9044 


176.7860 


142.7220 


29.9996 


42.8178 


21154 


79.7946 


74.1387 


26.7044 


40.8988 


15.5973 


13646 


79.7659 


1979.7993 


267.9795 


1609.7607 


281.9664 


25701 


79.7267 


57.9422 


14.0652 


88.4730 


25.8713 


15309 


79.7162 


20.8907 


8.0195 


12.7204 


8.2491 


18349 


79.6248 


365.4965 


119.6195 


219.9336 


88.4779 


21380 


79.1545 


305.5067 


59.1529 


200.5509 


66.7161 


17933 


79.0029 


541.3936 


232.4814 


240.8545 


122.0756 


16381 


78.6345 


277.4561 


61.6512 


434.4310 


119.2121 


17634 


78.3549 


18.8527 


23.3099 


84.9381 


63.7261 


21115 


78.3523 


124.9092 


65.5060 


38.3695 


43.2656 


23716 


78.2217 


110.1323 


47.8560 


69.1350 


21.5878 


21800 


78.1537 


53.1997 


15.2080 


85.3128 


26.7831 


21239 


78.0832 


585.2732 


141.2577 


418,7661 


144.7688 


23130 


77.9735 


233.1324 


92.6387 


406.8837 


140.5631 


14751 


77.9421 


65.8565 


18.1193 


38.9691 


[ 16.2123 


17316 


77.9212 


83.3056 


38.2968 


34.1382 


26.6599 


11494 


77.8506 


565.7846 


431.8977 


159.6069 


110.8822 


17815 


77.6939 


17.3178 


7.2890 


32.2153 


15.7582 


353 


77.6808 


852.9399 


425.5131 


400.8225 


230.1746 


15394 


77.6730 


557.7780 


124.0581 


407.1655 


131.0936 


17934 


77.6207 


517.9127 


219.6789 


277.9530 


125.5943 


11849 


77.4509 


2177.2773 


490.0260 


1577.1428 


324.0204 


15187 


77.2628 


40.5859 


21.9039 


92 9965 


50 1 820 


5667 


77.2314 


2235.2120 


348.2134 


1839.5770 


346.9847 


1214 


77.0929 


11.7991 


7.9550 


34.1197 


25.2526 


14970 


76.9518 


26.9058 


15.8550 


59.9324 


25.3271 


15023 


76.9022 


279.9478 


42.7704 


362.531 1 


83.4497 


17657 


76.8395 


68.2021 


42.1245 


23.9883 


24.6140 


765 


76.7820 


6.4086 


8.7280 


22.4968 


14.7673 


10744 


76.6722 


15.9966 


9.3123 


53.4795 


48.5483 


22822 


76.4397 


458.3923 


157.3067 


552.9301 


109.7061 


19422 


76.3718 


34.4817 


10.7889 


58.3918 


27.6854 


11852 


. 76.3195 


91.9410 


73.1384 


148.5494 


53.8293 



03065993A2 I > 



WO 03/065993 



PCT/US03/03482 



765 



TABLE 5Z: HEPATITIS 


: * v • ■ - 


Attorney Docket No. 44921 -511 3WO 


Timepoint(s): Various 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Noritox 


SD Nontax 


2628 


76.1784 


436.1843 


213.0145 


179.4218 


127.9568 


1694 


76.1497 


3266.1452 


538.6948 


2456.2282 


608.9672 


I 13574 


76.0399 


174.6385 


32.3433 


222.9816 


40.7918 


'■ 11202 


76.0007 


60.8169 


15.4505 


80.5847 


21.9097 


20735 


75.9981 


1593.2100 


520.8997 


1000.0609 


328.8578 


17532 


75.9798 


99.2118 


55.2783 


198.2824 


72.1557 


25075 


75.9485 


358.3473 


124.9477 


221 .4098 


91:4913 


21989 


75.9380 


175.5415 


54.4137 


109.7255 


32.2207 


4449 


75.9197 


4.5093 


16.6691 


30.5364 


22.8176 


| 11975 


75.9093 


28.3813 


17.9498 


7.1502 


18.7183 


17214 


75.8988 


435.9610 


118.3101 


301.8016 


107.3091 


| 16918 


75.8884 


4185.9263 


1129.8202 


2990.4419 


858.8276 


16382 


75.8309 


23.2828 


8.0570 


41.8032 


21.3413 


1813 


75.7786 


129.2527 


63.2652 


50.3729 


63.6738 


24377 


75.7499 


122.5253 


14.7475 


163.3678 


44.3076 


5319 


75.7003 


19.5563 


9.4048 


33.5767 


14.5193 


1159 


75.6480 


208.9188 


126.1152 


303.7595 


88.1086 


24196 


75.6166 


64.8069 


50.4236 


17.3955 


14.4434 


13647 


75.5879 


2814.1592 


558.1760 


2102.3020 


483.2906 


21670 


75.5879 


183.7840 


61.9944 


118.4080 


43.1473 


11895 


75.5696 


48.2860 


16.1650 


74.8018 


23.7806 


12070 


75.4677 


55.6364 


20.0168 


34.6434 


17.3853 


19087 


75.4285 


36.8420 


11.2203 


22.3112 


12.6426 


20734 


75.3972 


i .1478.0642 


476.9719 


954.6584 


322.7892 


15560 


75.3867 


136.4606 


64.6114 


65.8373 


38.1477 


15587 


75.3083 


24.5722 


15.1460 


6.9829 


16.4106 


16929 


75.2979 


2484.3886 


384.2647 


1966.2037 


391.5165 


591 


75.2665 


58.7470 


25.6707 


36.7582 


16.4524 


777 


75.1777 


39.5563 


31.1584 


54.8434 


23.8927 


21625 


75.1280 


3148.2362 


1Q06.6053 


3884.1949 


871.0939 


11210 


75.0862 


70.7739 


30.7697 


36.9697 


18.0365 


1141 


75.0287 


168.1481 


32.5545 


225.5378 


56.5967 


18043 


75.0261 


279.9371 


159.1732 


t 131.5777 


71.6814 


22124 


75.0261 


236.9994 


99.5636 


127.5256 


53.5048 


18582 


75.0078 


130.1573 


70.3324 


170.3570 


58.0896 


22538 


74.9791 


73.5550 


28.4115 


113.5704 


39.1371 


16947 


74.9686 


221.1714 


111.0490 


349.0676 


138.9967 


2696 


74.8667 


2149.1914 


563.6595 


1590.4105 


450.1424 


25686 


74.7962 


2235.8942 


543.3956 


1719.2231 


365.4556 


4360 


74.6995 


26.5103 


20.1239 


85.1898 


86.8045 


1885 


74.6682 


30.0602 


12.6612 


48.7448 


17.3167 


1624 


74.6473 


95.3350 


30.3341 


139.3809 


33.9487 


15011 


74.6264 


255.1473 


64.9830 


168.4456 


59.0836 


939 


74.5584 


-3.3237 


12.5385 


21.9320 


31.5323 


22424 


74.4879 


18.3545 


13.8334 


33.2672 


16.9093 


3431 


74.4853 


4072.5537 


1186.1742 


3088.4531 


770.4321 


25170 


74.4252 


141.4204 


59.1376 


78.8219 


31.3663 


.16871 


74.4069 


14.4121 


15.4310 


23.4612 


13.2409 


22084 


85.9270 


62.4333 


21.8589 


112.6180 


33.9160 


9615 


85.5952 


239.7869 


67.3362 


99.3914 


63.3302 


13634 


84.1529 


4996.2973 


1519.3141 


2809.7099 


971.5073 


5084 


83.3612 


294.0297 


79.4167 


185.1205 


51.7026 
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TABLE 5Z: HEPATITIS; 




Attorney Docket No. 44921 -51 13WO 


Timepoint(s): 


Various 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox | 


Mean Nontax . 


SD.Nontpx 


21242 


83.3116 


151.9625 


138.1163 


208.0112 


81.1402 


14666 


83.2724 


88.5724 


17.7302 


145.7812 


43.5756 


22876 


83.0607 


170.8576 


54.5152 


102.9706 


33.4898 


1923 


82.7602 


673.1085 


210.4496 


339.3562 


148.2528 


7451 


82.6296 


1276.6463 


533.6247 


825.7333 


210.1066 


4190 


82.3892 


182.8813 


79.7920 


100.9990 


36.6637 


12698 


82.2586 


522.7883 


418.3798 


83.9344 


128.6267 


11961 


82.0600 


98.1475 


26.5050 


58.7106 


31.0382 


14910 


81.9685 


215.6311 


62.2588 


142.8822 


35.5228 


14051 


81.5975 


628.7327 


224.0268 


335.9601 


95.9742 


14547 


81.3284 


220.7907 


63.9512 


114.0023 


65.6567 


20397 


81.1376 


974.7654 


153.7453 


774.6436 


118.7249 


.5953 


81.0671 


709.9478 


266.1126 


329.8687 


157.3596 


| 22581 


80.8163 


115.3544 


84.8568 


15.8018 


45.7313 


10569 


80.7666 


448.5527 


138.7773 


349.7347 


79.6895 


21747 


80.7379 


423.0711 


94.8841 


580.9749 


116.1321 


9808 


80.5863 


155.3530 


60.5416 


83.1713 


35.3937 


4952 


80.5759 


1914.7353 


721.7955 


911.2766 


320.8732 


2702 


80.5759 


1408.8263 


614.4806 


805.1660 


267.8061 


| 17722 


80.5367 


362.9406 


82.0372 


258.5002 


63.2102 


8917 


L 80.5262 


123.2635 


51.6397 


52.1895 


42.8320 


6567 


80.3459 


502.0158 


191.2852 


301.9130 


121.9880 


1924 


80.3459 


572.4492 


186.9756 


372.2831 


103.3418 


7733 


80.3172 


140.1477 


32.7510 


213.2120 


52.7084 


8164 


80.2153 


186.3179 


70.8419 


105.3034 


39.8558 


24629 


80.1369 


203.5259 


I 87.3549 


346.9567 


103.8286 


2226 


80.0768 


95.3712 


40.4278 


176.2061 


57.3069 


16727 


80.0455 


431.0766 


129.8563 


263.3046 


90.2573 


7414 


79.9958 


864.2771 


186.1109 


615.2510 


156.9504 


3191 


79.9749 


1548.5947 


581.4653 


1017.8877 


286.4492 


13757 


79.9462 


59.0958 


28.8379 


111.6187 


34.2196 


14095 


79.9070 


20.9630 


11.3822 


48r5823 


. 23.8510 


15553 


79.7345 


603.1631 


198.1433 


412.2846 


102.2321 


16216 


79.7345 


1758.9173 


910.6985 


886.2697 


409.7602 


8205 


79.7162 


110.0101 


40.6081 


184.1397 


55.9573 


4067 


79.6744 


614.4872 


278.7040 


338.0376 


134.3023 


! 23424 


79.4941 


2060.6129 


610.1403 


1336.7043 


327.4386 


6306 


79.4759 


66.4447 


23.8610 


40.9871 


25.9631 


! 19082 


79.4550 


137.7013 


45.9370 


198.2173 


38.9647 


24375 


79.4445 


790.1714 


231.5659 


507.1111 


147.3358 


3959 


79.4341 


1675.6453 


536.7153 


1239.4762 


281.4694 


22545 


79.4053 


125.2064 


96.8505 


211.3155 


76.7196 


6382 


79.1440 


538.6601 


229.4191 


325.6712 


164.7698 


22453 


79.0447 


60.4096 


21.5456 


95.2918 


26.3889 


17761 


78.8749 


33.5463 


16:2710 


54.0853 


18.9386 


18607 


L 78.8043 


8781.4256 


1741.2234 


6338.1470 


1818.2486 


21437 


78.8043 


1020.0419 


267.5101 


843.6053 


215.4135 


16688 


78.7834 


1020.1075 


225.0409 


680.5227 


186.9957 


7243 


78.7233 


196.0926 


49.4628 


133.3896 


38.8669 


16756 


78.7024 


932.1832 


256.7963 


660.4284 


120.9812 


| 24338 


78.6842 


172.3141 


46.2951 


240.3927 


48.4484 


23010 


78.3941 


17.8737 


13.7450 


42.0593 


22.6612 
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TABLE 5Z: HEPATITIS ; 
Timepoint(s): Various 




^ Attorney Docket No. 44921 -511 3WO 
Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox •.• 


SDTox : -\. 


Mean Nontox 


SD Nontox 


13614 


78.3628 


131.4099 


104.7556 


179.2690 


61.3323 


19015 


78.3549 


102.7077 


27.8608 


160.4906 


57.9619 


2781 


78.3523 


311.2664 


115.2499 


135.2839 


89.3408 


24411 


78.2321 


585.3733 


235.9363 


439.4223 


118.0186 


2788 


78.1224 


404.1409 


96.0448 


251.9156 


86.3364 


22535 


78.1015 


1169.3110 


438.1871 


735.5884 


197.9973 


| 18507 


78.0832 


2235.7493 


336.7923 


1674.8237 


442.4026 


23224 


78.0518 


512.8645 


161.7831 


315.6715 


100.5957 


24315 


78.0231 


42.4720 


17.3132 


71.6253 


22.1829 


8924 


78.0022 


91.4743 


24.2314 


57.9379 


20.5043 
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TABLE 5AA: GENERAL Attorney Docket No. 44921 -51 13WO 



Timepoint(s): 


Various 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD NonfoX 


353 


74.0321 


692.7234 


362.9495 


349 9497 


169 2757 

1 V \S p ^— ff \^ ff 


1598 


73.4710 


599.1281 


449.3629 


217.3142 


142 1956 


11852 


73.4239 


100.5743 


53 8028 

W W • W W £~m- \^ 


154.1401 


48 6981 


20735 


73.1696 


1324.4889 


395.8647 


949 1041 


300 8814 


21882 


73.1317 


539 8201 


145 0010 


688 7161 


1 44 9034 


1 5587 


72.7956 


21.2525 


20 1889 


4 6272 


13.91 18 


14633 


72.5712 


327 1695 


148.2764 


524 2631 


1 94 9081 


20404 


72.4417 


114 0670 


110 8554 


229 0409 


113 5475 


591 


72.3206 


55 0132 


26.3119 


34.1529 


1 0 9023 


22412 


72.2057 


1072.5428 


530 0458 


583 6865 


384 8233 


24431 


72.1959 


721 4395 


470 8528 


340 2377 




15618 


72.0859 


406 2550 


176 2285 


235 7101 


M QQ1R 


21090 


72.0248 


70.5012 


36.2412 


1 1R 7R41 


ar ftn^R 


22124 


71.9087 


190 9316 


74 0030 


117 8924 


43 8038 


21989 


71.8750 


145 1150 


44.2583 


104 1433 


P7 90^7 


7914 


71.8475 


46.0402 


22 5433 


78 2671 


30 R07R 


1548 


71.4349 


137.4011 


79 3183 


231 8854 


89 0567 


4573 


71.3964 


666 2563 


208 0934 


RR9 R979 


91 n Rd4.ft 


1868 


71.2913 


230 2194 


213 8465 


4Q9 3068 


2S1 3638 


14347 


71 .2479 


623 3370 


248 5362 




9RR ^17 


20405 


71.0994 


1 52 0776 


99 0756 




CktZ OHOC 
v30.t> 1 <Cvs 


354 


70 8249 


868 7195 


511 .2622 


431 7030 


900 R4R4 


24326 


70 6960 


1071 2451 


290 6804 


7Q7 S744 

1 C7 / .O # '1*1 


1 7^7Q 


20939 


70.5279 


729 1519 


256 2483 




12^ 1R^Q 


11483 


70.4942 


654 8177 

Wv".U Iff 


379 8189 


^49 ^R12 


171 6341 


18396 


70.4802 


585 3864 


243 6748 


360 3017 


1^8 1372 


20650 


70.4576 


308 6839 


222 0480 


663 3898 


384 1621 


18867 


70.4191 


198 2808 


111 .8431 


332 4534 


151 3571 

1 yJ 1 . wv i 1 


17532 


70 3854 


143 1703 


63 3268 


208 8*527 


72 2327 


25643 


70.2546 


753 1101 


271 9780 


508 0578 


1 50 4999 


17075 


70.2406 


883 8372 


1 82 6294 


725 7951 


1 35 3438 


15335 


70.0921 


1017.7103 


239.4712 


800-7525 


189 1824 


15203 


70.0823 


304.2157 


63.6765 


247.8487 


47.3821 


4574 


70.0108 


239.1681 


1 20.3283 


342 7378 


104.1101 


16367 


69.9820 


398.9208 


265.6084 


642 3286 


241 9901 

*— 1 a WWW • 


15675 


69.9631 


443.0804 


129.6439 


552 2724 


124.7812 


15617 


69.9289 


286.4699 


108.5804 


187 2864 


73.2466 


18139 


69.8965 


171.5484 


53.2971 


224.8574 


60.1979 


17101 


69.8482 


590.1525 


151.5619 


433.3880 


151.4834 


j 1973 


69.8005 


208.0263 


60.0121 


281.3328 


73.5208 


1045 


69.7944 


110.2495 


38;4770 


80 7631 


19.6760 


15187 


69.7913 


59.2563 


31.7309 


1 03 5642 


49.2894 


20836 


69.7620 


52.0807 


27.7433 


25.1950 


27.3040 


20996 


69.7565 


329.6604 


103.8115 


236.2184 


77.8784 


24693 


69.6660 


438.5368 


384.8746 


803.8279 


387.1573 


626 


69.5786 


166.6740 


106.2358 


76.3273 


52.3556 


20649 


69.5615 


150.9084 


128.4660 


396.1615 


325.9925 


110 


69.5615 


151.0678 


78.5269 


250.1823 


135.2514 


17908 


69.5548 


720.3978 


366.6415 


394.4135 


204.4070 


15372 


69.5364 


. 507.3505 


95.5887 


415.5391 


85.2431 


10306 


69.4539 


873.1074 


417.3683 


606.1731 


136.5211 


13283 


69.4264 


95.5529 


62.9966 


147.5981 


61.9523 
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TABLE 5AA: 
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Timepoint(s): 
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i — : j 




Document No. 1926271.2 


oLvjU IU NvJ. 


lua ocore 


Mean Jox . 


SD Tox 


Mean Nontox 


SD Nontox 


19825 


69.1526 


50.8838 


67.0311 


76.2997 


51.1551 


12312 


69.1300 


50.2987 


40.0155 


116.9203 


83.2128 


5667 


69.1092 


2132.9599 


400.8936 


1797.5325 


294.8194 


15188 


69.0572 


155.6609 


38.0339 


189.3794 


38.2636 


17634 


69.0004 


40.4265 


40.8952 


93.4552 


63.4947 


25699 


68.9710 


18.5489 


41.5945 


59.1895 


47.0093 


17469 


68.9521 


49.4026 


24.2334 


74.2927 


29.4056 


15677 


68.9380 


234.6519 


93.1734 


355.8232 


142.9614 


21014 


68.9191 


494.3048 


249.2701 


876.6787 


428.7473 


15186 


68.8995 


87.0788 


29.5946 


124.3334 


41.9472 


805 


68.8989 


20.1182 


1 1 .8656 


29.4041 


11.4480 


16381 


68.8702 


364.5739 


130.2476 


453.5329 


113.7721 


19073 


68.8408 


537.8997 


117.9775 


442.4556 


88.1764 


25701 


68.8366 


73.0012 


28.6946 


91.3003 


24.6564 


| 21400 


68.8231 


231 .6397 


100.2767 


384.0433 


156.4185 


614 


68.8078 


275.6675 


110.9096 


385.0770 


108.4595 


16417 


68.7883 


210.8167 


54.4458 


158.3638 


42.8356 


21654 


68.7736 


1063.9668 


258.7330 


820.7588 


174.7741 


17913 


68.7540 


282.1702. 


93.5028 


219.0866 


46.8677 


23524 


68.7455 


549.1319 


191.2665 


366.8981 


181.0471 


4002 


68.7174 


74.6716 


26.6235 


107.4937 


36.9586 


15274 


68.7125 


29.5372 


14.2193 


47.8157 


19.6676 


20716 


68.6734 


374.7641 


160.8670 


529.0835 


145.4192 


352 


68.6630 


306.6724 


192.9381 


156.6950 


89.7015 


16947 


68.5872 


244.3381 


134.3451 


356.0835 


121.3395 


6626 


68.5737 


39.7689 


16.9634 


66.1550 


31.5085 


23716 


68.5432 


90.2374 


35.2654 


65.4019 


16.8221 


23522 


68.4912 


315.8414 


82.4292 


242.7565 


71.1938 


25039 


68.4674 


387-2103 


166.7423 


503.3856 


147.4479 


108 


68.4533 


1128.0051 


390.1604 


1557.3672 


424.8659 


23180 


68.4283 


1609.8222 


381.4548 


1323.6010 


205.5831 


15281 


68.3757 


683.0733 


223.6197 


524^034 


147.6041 


21012 


68.3677 


739.9671 


352.3844 


1259.1706 


570.2972 


16610 


68.3665 


548.9744 


149.5548 


423.1316 


125.9526 


21670 


68.3567 


1 55.6078 


47.1839 


115.6712 


38.8353 


18107 


68.2510 


924.1819 


202.9468 


769.4648 


135.0857 


| 19824 


68.1990 


74.6104 


49.6271 


100.4621 


43.5932 


24862 


68.1373 


91.0102 


39.9719 


142.4224 


55.4854 


24649 


68.1367 


75.0187 


i 25.8061 


97.0217 


25.2224 


1928 


68.1275 


96.2260 


33.1224 


131.2243 


39.0237 


17806 


68.1233 


! 22.2768 


12.6153 


40.6960 


23.7577 


1524 


68.1177 


27.0611 


27.7482 


55.1315 


29.3478 


1 6929 


68.1171 


2287.7153 


425.3548 


1914.2402 


351.2150 


20973 


68.1074 


246.6275 


65.4053 


189.1352 


45.7034 


i f kj 


Do.uyoy 




24.3016 


62.4884 


24.1993 


8317 


68.0658 


181.8533 


61 .7097 


250.0281 


91.1038 


14959 


68.0499 


1994.3354 


448.0566 


1571.8780 


352.6077 


9620 


68.0310 


1577.5838 


296.4106 


1329.2951 


260.3652 


16726 


68.0169 


251.6105 


84.0185 


323.5295 


81.2307 


13646 


68.0114 


1851.6287 


347.9763 


1594.3948 


218.7983 


1495 


67.9680 


171.8535 


60.4347 


127.1234 


36.0092 


I 25366 


67.9503 


272.0973 


135.9144 


419.2906 


177.7396 
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Timepoint(s) 


GENERAL 
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oLvaO ID NO. 


JLDA Score 


Mean Tox ■> : 


SDTox 


Mean Nontax 


ISD Nontax 


811 


67.9399 


65.5169 


30.6198 


90.7693 


25.5775 


1869 


67.9209 


433.8679 


327.4946 


739.7781 


310.2369 


10540 


67.8684 


20.1568 


23.3063 


34.2321 


20.5508 


24615 


67.8629 


2331.9255 


566.7979 


1893.0949 


424.6438 


14346 


67.8543 


503.3018 


229.4127 


731.9545 


259.5389 


' 16330 


67.8402 


133.8014 


42.471 1 


189.3528 


64.0235 


19222 


67.8152 


982.4210 


196.6385 


846.7306 


167.2438 


11849 


67.8054 


1893.4224 


394.3312 


1522.1876 


291.6655 


I 18606 


67.8054 


2664.9736 


651.9781 


2069.8975 


502.5380 


| 16164 


67.7865 


1478.1431 


259.1748 


1247.1329 


220.9209 


j 18611 


67.7816 


3418.0776 


883.3460 


2664.3585 


737.0040 


1306 


67.7522 


207.1717 


78.3694 


142.8739 


44.6007 


17088 


67.6563 


474.1242 


208.5444 


322.1740 


91.9528 


13647 


67.6471 


2525.0523 


589.391 1 


2047.6011 


416.5734 


18349 


67.6422 


294.1195 


117.6643 


207.9829 


77.6041 


I 25559 


67.6373 


230.9253 


98.4724 


157.5043 


68.4359 


1523 


67.6336 


128.1120 


42.0616 


164.5697 


43.8414 


4500 


67.6226 


59.1096 


38.5607 


29.0880 


1 8.4448 


17214 


67.6135 


391.6034 


142.4139 


| 285.1289 


89 7938 


18043 


67.6086 


205.1463 


104.3035 


122.5335 


62 8304 


11755 


67.5664 


474.8301 


214.9675 


684.0789 


230 0926 


22413 


67.5414 


678.4204 


353.0301 


410.7406 


252.4150 


17468 


67.4998 


338.5084 


87.5959 


427.4967 


112.9246 


16331 


67.4900 


349.7128 


112.7166 


452.7232 


125.3677 


! 23417 


67.4845 


593.2915 


131.3584 


474.2976 


111.6135 


1571 


67.4790 


722.9521 


244.2123 


544.2188 


130.5005 


! 699 


67.4656 


270.1676 


78.6434 


343.0756 


78.6980 


25691 


67.4601 


2599.5600 


579.7413 


2179.4241 


388.8723 


24442 


67.4570 


19.9257 


9.3331 


33.3109 


16.9750 


23679 


67.4454 


258.1254 


131.5903 


164.0676 


68.0534 


14138 


67.4179 


22.6549 


8.9198 


L 29.6368 


9.7143 


22321 


67.3928 


1207.5357 


558.2971 


788^6356 


349.8854 


12070 


67.3928 


49.8280 


22.8104 


33.6384 


14.0420 


17934 


67.3879 


392.4523 


187.7043 


263.3889 


102.5792 


16721 


67.3843 


99.6751 


47.6790 


127.8248 


44.8695 


19103 


67.3610 


63.4694 


37.6263 


116.9262 


63.3872 


16346 


67.3543 


217.6906 


90.6712 


154.6237 


49.7685 


19067 


67.3519 


11.4719 


10.6897 


27.9988 


26.3498 


43 


67.2596 


109.6957 


53.4188 


165.4349 


56.6181 


20427 


67.2590 


2038.7577 


357.5337 


1753.4943 


286.0933 


24196 


67.2583 


35.0973 


31 .6467 


15.5356 


11.0387 


20701 


67.2547 


276.0749 


193.6348 


408.8686 


181.3138 


14751 


67.2204 


51.2111 


20.5840 


37.2979 


14.7608 


18419 


67.1972 


552.9760 


148.6456 


672.1064 


139.8622 






143.3052 


96.2538 


173.9231 


85.1855 


23248 


67.1673 


75.2964 


60.5076 


33.9812 


25.2604 


| 12118 


67.1599 


82.5634 


28.5948 


136.1014 


78.2358 


1531 


67.1550 


60.9802 


68.8637 


149.7093 


115.8899 


427 


67.1550 


1068.0988 


589.8296 


1801.5621 


895.3841 


135 


67.1502 


13.0401 


8.8696 


24.5275 


16.2218 


4439 


67.1116 


196.0337 


59.7607 


258.0295 


77.5623 


25363 


67.1116 


258.2741 


132.4829 


391.4265 


167.9991 
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GENERAL 




Attorney Docket No. 44921 -511 3WO 


Timepoint(s): 
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GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


24861 


67.0542 


36.8638 


27.4659 


72.5850 


43.8430 


317 


67.0304 


27.6561 


11.8993 


40.0026 


22.8140 


21940 


67.0249 


1 50.0644 


47.4484 


191.9609 


51.5529 


19472 


67.0194 


844.2025 


168.8416 


713.1871 


137.4328 


819 


67.0102 


1132.9342 


644.7495 


1628.2334 


602.9989 


426 


67.0065 


1675.4305 


791.9692 


2808.9105 


1341.4561 


17269 


66.9918 


114.4660 


40.4721 


167.0644 


60.8926 


109 


66.9576 


2644.8533 


889.4365 


3481.5066 


872.7439 


25777 


66.9185 


2154.5140 


680.1775 


1654.5605 


479.8619 


23883 


66.9154 


103.9199 


68.0907 


190.1233 


122.1829 


6055 


66.9148 


188.8685 


117.4532 


345.7444 


163.2221 


17393 


66.9136 


570.5503 


144.5166 


469.7320 


102.0186 


24204 


66.9093 


193.8335 


49.8923 


146.6209 


44.4871 


111 


66.9002 


2186.8805 


708.7501 


2847.7596 


725.7520 


15239 


66.8995 


1925.8901 


437.0951 


1603.9498 


385.4584 


23058 


66.8623 


14.3024 


7.8791 


22.1936 


10.3690 


2641 


66.8280 


38.9280 


21.1149 


52.2310 


19.4740 


1583 


66.8128 


156.4314 


57.7071 


115.1150 


34.7386 


23678 


66.7791 


163.7960 


69.9989 


114.5068 


39.6921 


3430 


66.7455 


661.8021 


263.6805 


479.8976 


142.8995 


107 


66.7382 


14.9317 


15.7010 


39.5313 


34.5074 


6108 


66.6881 


652.3621 


235.1197 


476.7377 


135.1139 


12031 


66.6838 


598.4982 


130.2802 


507.5051 


103.3635 


2854 


66.6593 


888.3158 


272.7986 


675.7638 


158.4589 


25747 


66.6178 


1533.5803 


556.3787 


2214.4017 


753.4021 


16366 


66.6080 


221.6847 


108.5259 


330.4026 


127.9413 


4449 


66.5884 


15.2562 


20.5980 


32.7416 


21.1472 


11494 


66.5823 


305.0818 


260.3316 


142.3909 


85.8729 


570 


66.5780 


326.5391 


98.8342 


247.7856 


69.2074 


! 20734 


66.5542 


1232.1162 


391.7844 


900.5633 


291.6465 


I 229 


66.5450 


83.7789 


54.8800 


119.2806 


49.5770 


17533 


66.5365 


56.3727 


51.0882 


114^881 


73.8841 


20702 


66.5297 


73.9347 


40.0039 


47.7874 


24.7609 


12606 


66.5120 


104.6454 


43.5076 


151.9573 


50.9873 


16552 


66.5065 


53.5275 


30.9350 


75.9590 


26.8923 


2696 


66.4967 


1955.9891 


547.2901 


1525.7674 


407.0880 


I 20753 


66.4967 


459.0157 


134.4877 


352.4993 


98.0205 


j 20257 


66.4405 


42.4195 


21.5003 


66.8902 


30.8067 


! 20057 


66.4167 


27.2531 


21.7606 


58.1524 


41.2157 


i 17057 


66.4106 


199.4512 


65.7071 


147.4468 


51 .9027 


! 4360 


66.3928 


33.3283 


53.6379 


81.9552 


64.4548 


12639 


66.3818 


3210.4144 


I 679.9330 


2643.1209 


548.5944 


24033 


66.3812 


83.8093 


32.2152 


65.2398 


19.8005 


15043 


66.3623 


264.3148 


64.1411 


223.6091 


41 .8365 


9109 


66.3537 


119.7921 


38.8113 


152.7345 


40.5745 


16257 


66.3390 


162.4694 


83.6277 


217.5186 


76.8000 


7522 


66.3250 


30.0616 


19.8065 


47.3836 


21.4359 


16204 


66.3146 


2131.0644 


412.0612 


1834.0975 


331.6266 


11210 


66.2901 


50.2996 


26.5866 


35.7552 


16.4904 


15242 


66.2712 


97.1641 


^ 23.8141 


82.5105 


16.8239 


20998 


66.2486 


472.9743 


174.3291 


652.7648 


220.8584 


15767 


66.2486 


65.8422 


23.8211 


88.0595 


29.1786 
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Timepoint(s): 
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GLGC ID NO. 


LDA Score 


MeanTox 


SD Tox 


Mean Nontox 


SD Nontox 


7936 


66.2437 


16.6720 


8.8882 


24.0093 


10.6619 


19712 


66.2388 


20.3168 


16.3903 


28.9965 


16.2554 


17394 


66.2376 


1288.7090 


353.7702 


1008.7226 


232.3814 


18430 


. 66.2278 


113.2082 


67.5870 


63.9229 


30.7741 


23368 


66.2107 


20.3403 


21.2345 


47.1079 


36.0295 


1383 


66.2052 


111.8411 


35.7340 


139.4404 


37 6883 


9527 


66.1868 


17.9802 


10.5450 


28.6865 


16.1827 


17292 


66.1477 


78.7465 


44.3329 


124.2901 


51.0124 


17891 


66.1367 


70.3185 


28 8003 


50.9460 


15.1726 


11296 


66.1080 


146.1472 


60.1704 


110 0776 


26 6982 


1639 


66.0903 


92.0820 


32 2680 


1 1 9.2868 


35.1247 


15312 


66.0805 


294.3315 


103.4142 


207.1141 


1 20 2236 


1159 


66.0701 


245.3912 


109 5226 


307 6586 


76 6909 


1529 


66.0664 


85.1275 


35.3122 


117 0652 


42 9668 


20082 


66.0603 


575.7399 


196 1863 


445 9630 


136 5965 


2629 


66.0505 


296.7655 


164 6190 

1 w""T. w 1 1 uU 


184 2016 


99 S4^fi 


23312 


66.0463 


72:5097 


22.4334 


54 9709 


1 8 7648 


17379 


66.0218 


377.4942 


1 34 8875 


282 0095 

■t. \J i— , \J \s \J %J 


85 7256 


25686 


65.9931 


2035.3016 


449 7057 


1693 4908 


321 951 1 


25550 


65.9546 


154.6574 


54 8543 


123 6021 


41.5517 


15822 


65.9173 


11.7022 


17.1814 


24.9213 


1 7.8796 


15876 


65.9026 


3230.7030 


609 8504 

\m/ \J \*f * *-J 


2768 1187 


529 8594 


15024 


65.8989 


27.4134 


27.9871 


60.6851 


46 7680 

~\Jm § Www 


25907 


65.8635 


116.9683 


71.3639 


68.7305 


36 9184 

W-W.W 1 w ■ 


7784 


65.8604 


25.5009 


12.8004 


34.6472 


1 4.4229 


764 


65.8604 


28.6735 


12.7535 


41.5218 


17.1244 


22349 


65.8549 


208.7746 


70 3545 


259.5705 


65 8964 


15376 


65.8397 


294.0367 


79.2498 


239.5548 


51.8214 


12299 


65.8317 


358.7213 


112 0020 


502 661 8 


165 5580 


1958 


65.8311 


1245.6992 


578 8235 


1730.1390 


559 4083 


15741 


65.8225 


237.2722 


81 0986 


341 6023 


160 5494 


9621 


65.8207 


864.7255 


1 76 5473 


740~0950 


133 9352 

I w w . w w 


24219 


65.8060 


742.9923 


225 7029 


583 7309 


149.7714 


15023 


65.7883 


316.4874 


73 4033 


374.2291 


85 1 829 


I 20417 


65.7633 


351.2879 


78.1352 


299 4407 


58 9483 


11843 


65.7547 


32.2216 


9.1279 


38.7944 


9.6515 


21399 


65.7455 


-20.7676 


41.8543 


21.2428 


58 3237 


17115 


65.7455 


14.0664 


11.6067 


26.9757 


17.5599 


20493 


65.7449 


76.9048 


38.6876 


111.3048 


! 41.5636 


21657 


65.7315 


645.5215 


289.3066 


971.0064 


414.0401 


765 


65.7168 


13.4850 


9.9010 


24.3016 


15.1275 


6049 


65.7150 


1433.7374 


382.7759 


1174.5853 


237.1500 


21646 


65.7064 


108.2369 


33.6061 


135.9052 


32.5995 


1504 


65.6813 


29.8559 


21.4771 


15.1121 


12.4453 


17739 


65.6068 


16.9440 


15.2770 


44.3797 


37.0083 


6671 


65.6068 


88.9074 


31.4962 


125.2377 


53.4872 


24626 


65.5952 


2336.8884 


454.1319 


2030.0371 


286.4623 


16305 


65.5823 


205.1214 


91.7889 


268.0029 


100.4687 


5496 


65.5774 


111.2546 


58.1674 


161.9271 


69.4038 


17541 


. 65.5579 


2262.4550 


769.8822 


2974.8782 


820.7942 


18108 


65.5573 


838.4674 


201.5580 


693.1426 


155.6378 


2628 


65.5328 


303.8325 


194.8401 


165.2251 


108.3583 
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TABLE 5AA: GENERAL Attorney Docket No. 44921 -51 1 3WQ 



Timepoint(s): 


Various 






Document No. 1926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTbx , 


Mean Nontox 


SD Nontox i 


4495 


65.5328 


84.5838 


31.6614 


61.9164 


17.9680 


22862 


65.5249 


93.4767 


66.5391 


166.3931 


86.7807 


5619 


65.5206 


213.0093 


127.6901 


404.8718 


306.8388 


22282 


65.5090 


184.3971 


57.1084 


136.7536 


37.8320 


1694 


65.4998 


2936.0574 


682.9529 


2378.7169 


561 .3930 


21424 


65.4913 


331.9046 


70.4474 


400.4620 


93.4611 


23070 


65.4906 


282.1040 


54.8299 


236.2250 


52.7888 


11756 


65.4906 


64.1452 


32.9564 


89.8054 


32.5140 


18726 


65.4674 


141.4942 


64.9878 


204.1164 


85.4717 


1460 


65.4479 


1682.0890 


607.0074 


2241 .3454 


689.7468 


23854 


65.4424 


1651.3798 


410.7172 


1374.9469 


361 .0096 


956 


65.4381 


336.2637 


146.2018 


442.5485 


157.1418 


16180 


65.4191 


69.3244 


39.8564 


98.6787 


40.7600 


17805 


65.4093 


484.1715 


232.8547 


666.3691 


240.1489 


1466 


65.3983 


1811.0285 


1113.8380 


1143.3410 


362.6810 


4433 


65.3892 


151.8229 


40.2502 


125.6042 


30.7430 


24577 


65.3843 


2578.6904 


662.9402 


2093.4336 


440.9315 


15662 


65.3745 


181.4169 


64.7198 


140.0028 


32.4521 


21643 


65.3653 


2720.9056 


723.5487 


2211.4493 


557.3697 


1678 


65.3427 


16.0387 


28.6562 


42.5157 


38.1464 


4280 


65.3421 


529.0958 


244.4002 


729.2630 


255.5387 


1624 


65.3134 


115.6033 


30.6138 


142.4118 


32.6309 


10108 


65.2694 


268.3551 


102.8174 


193.8306 


69.3436 


24377 


65.2657 


141.1311 


41.7546 


167.3622 


42.6768 


25370 


65.2608 


49.9566 


52.3378 


71 .8817 


47.0478 


10878 


65.2602 


2116.8728 


431.6651 


1804.2486 


391 .9401 


17933 


65.2498 


368.9582 


208.5070 


224.9608 


94.1969 


10743 


65.2376 


42.1353 


29.7913 


81.7292 


56.9141 


19241 


65.2358 


241.7675 


78.3112 


187.7360 


63.1238 


1570 


65.2260 


658.9835 


222.4912 


542.7178 


142.9697 


22841 


65.2070 


296.5890 


100.3879 


228.5580 


75.1357 


3831 


65.2021 


169.6451 


77.1730 


121.9725 


55.5394 


10744 


65.1850 


26.6783 


24.3572 


61 .6850 


49.6437 


17997 


65.1795 


34.3977 


19.5209 


51 .4812 


22.5664 


15127 


65.1704 


1019.3167 


362.1775 


1365.9152 


522.2876 


13488 


65.1502 


21.6473 


12.4256 


30.2838 


11.6022 


18995 


65.1349 


95.5210 


37.2191 


71.4016 


21.5182 


16047 


65.1318 


74.3942 


27.1701 


99.2455 


37.4243 


19584 


65.1080 


93.1027 


32.1607 


122.8589 


46.1768 


1483 


65.0921 


15.2616 


22.1926 


25.8216 


17.8058 


6107 


65.0823 


700.2770 


266.8170 


504.8760 


183.1132 


23130 


65.0689 


315.3919 


132.6297 


413.2916 


130.9768 


10509 


65.0505 


24.4164 


11.2900 


34.6748 


17.5710 


18400 


65.0438 


71.8474 


33.8238 


54.3463 


18.7985 


20995 


65.0249 


164.2948 


49.4718 


125.4345 


33.4305 


690 


65.0127 


38.9271 


15.9479 


63.6641 


47.5083 


25586 


65.0010 


24.7780 


14.6240 


14.4389 


11.7163 


4952 


78.5192 


1380.9360 


482.7033 


829.8950 


239.0741 


2702 


76.3187 


1168.1462 


425.2663 


748.2829 


193.4351 


2145S 


I 75.6910 


3496.8084 


1247.3503 


2173.4521 


716.8293 


10986 


► 75.2796 


46.6952 


29.9517 


94.7862 


42.2081 


1839C 


) 74.2968 


17.932C 


I 18.2605 


38.1379 


19.2291 
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Timepoint(s): 


Various 






Document No. 1926271 .2 


GLGC ID NO. 


LD A Score 


MeanTox Y 


SD Tox ! 


Mean Nontox 


SD Nontox 


7003 


74.1097 


81.0580 


37.8317 


126.6516 


43.5081 


5258 


74.0566 


136.6387 


59.8127 


204.5130 


47.8069 


22084 


74.0089 


84.7361 


33.6910 


119.6805 


30.8231 


14458 


73.4520 


687.6411 


357.2614 


352.4508 


143.7027 


8949 


73.1837 


1280.7274 


336.7235 


943.6344 


221.9727 


2781 


73.1837 


224.1226 


119.3579 


123.3802 


77.3675 


14181 


73.0749 


32.3028 


15.9941 


52.3541 


22.2146 


2768 


73.0022 


593.6722 


356.7375 


959.3549 


312.4253 


3934 


72.6959 


196.5435 


160.6860 


430.1645 


211.4619 


13757 


72.6000 


84.2381 


25.8884 


117.0043 


32.4902 


21457 


72.5126 


507.5559 


275.3451 


255.7491 


134.9770 


1690 


71.9948 


288.5526 


94.2233 


210.0669 


54.3538 


24338 


71.9716 


• 200.9564 


46.8430 


253.7590 


44.1920 


10611 


71.8231 


37.8823 


45.7182 


80.9299 


42.4387 


23299 


71.7791 


1843.0754 


765.6514 


1121.6127 


388.9272 


6828 


71.7082 


237.9910 


118.6860 


369.8981 


134.7022 


3079 


71.6654 


194.9861 


83.3728 


310.5713 


117.2976 


18115 


71.5217 


47.6836 


43.9067 


125.7368 


78.7737 


20350 


71 .4979 


31.4581 


29.6214 


89.4618 


61.6919 


16 


71.4105 


239.1320 


131.6956 


337.1042 


107.2602 


10087 


71.3109 


181.6394 


83.0692 


308.3385 


132.1895 


21125 


71.2100 


10.3071 


38.9491 


57.9483 


49.9394 


7414 


71.1898 


762.3626 


181.9436 


591.3788 


134.8170 


11714 


71.1471 


160.0486 


118.0430 


246.5377 


97.1934 


2752 


71.1281 


207.0326 


88.8032 


312.7375 


94.9099 


3730 


71 .0040 


349.3090 


188.6175 


640.0756 


294.4819 


2308 


70.9783 


161.6741 


105.5891 


77.8049 


41.8595 


13286 


70.8219 


170.3315 


105.1703 


311.6753 


145.8988 


22644 


70.8213 


43.0877 


20.2862 


64.7883 


20.4637 


3493 


70.8060 


145.1648 


67.5713 


89.4607 


34.0925 


15240 


70.7974 


520.8184 


321.0118 


879.7558 


348.9597 


23270 


70.7534 


[ 1140.6161 


327.2987 


805r3361 


218.9328 


12946 


70.7015 


113.1662 


53.9223 


166.3840 


53.9845 


4177 


70.5230 


340.1959 


190.5257 


189.6575 


77.4049 


12614 


70.5089 


249.7121 


87.4484 


172.2689 


' 50.9014 


| 6334 


70.4949 


307.8160 


75.8561 


240.3516 


59.9585 


23681 


70.4515 


521.3721 


150.8543 


387.0621 


. 91.9669 


21023 


70.3561 


85.7630 


35.6474 


116.1509 


35.6290 


16727 


70.3268 


360.1987 


115.6635 


252.8729 


75.1248 


6188 


70.3029 


135.7908 


79.0244 


184.8474 


50.2931 


10281 


70,1941 


82.4835 


93.0445 


206.4619 


146.0176 


18909 


70.1458 


208.8729 


128.8100 


393.9070 


181.6341 


15026 


70.0921 


1204.7528 


201.6737 


1039.1938 


147.4988 


22415 


70.0921 


2865.8357 


1236.6601 


1895.7675 


1167.9985 


16216 


70.0774 


1349.7527 


631 .7780 


. 820.8292 


309.6302 


12802 


70.0101 


541.9115 


207.2651 


389.1209 


118.0452 


; 2226 


69.9441 


130.1020 


51.8907 


179.6150 


| 52.1077 


22688 


69.9062 


112.7683 


j 70.2995 


215.8318 


110.8484 


4067 


69.8903 


474.1967 


209.8396 


321.1204 


117.3232 


15241 


69.8579 


123.0267 


61 .6666 


192.4445 


66.3492 


12309 


69.8152 


70.9944 


40.4329 


124.8240 


56.0139 


I 1835C 


69.8042 


305.0846 


107.8385 


211.7632 


67.6987 
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TABLE 5 AA- 


GENERAL 
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TimenoiniYsV 


Variolic 

V CM IUUO 






Document No. 1 926271 .2 


GLGG ID NO 


LDA Scorp 


Moan TTov 


oU I OX 


ivies n iMpniox 


ou iNontox 


I OZ ( I 


oy. / yoD 


A1A C/tQO 

lol .o4oz 


81.9083 


199.1546 


75.7482 


JU / i7 


oy./ yoo 


40.000/ 


22.9042 


67.4864 


24.7604 


Z \ OH 1 


RQ 7719 
oy. f / IZ 


a oo oonn 
izo.zyuu 


155.6429 


181.0537 


1 39.8703 


oonco 


CQ 700/1 

oy . ( zo4 


HHA OOQ«1 

1 lO.ozol 


50.1380 


159.2115 


53.6717 


fi 0 Qo" 


rq 7*1 nn 
oy. ( i uu 


on*? ocic 
zUz.zblO 


113.0956 


379.2805 


205.4665 


yo I z 


oy.oyuo 


Z4.0ZZ/ 


11.8148 


37.0343 


14.9624 


i oy I u 


oy .ozoz 


400 co7C 
TOz.boY b 


85.3177 


207.7916 


112.9688 


zoo / 


oy.o/ oo 


ylOT A7A7 
40/ .4/4/ 


194.0781 


721.1407 


343.7025 


1 CM A7 


CQ CC/IC 

oy.oo40 


CCO OC7Q 
OOZ.Zb/O 


193.5776 


405.3891 


125.4656 


zzyo 


CQ rc-( a 

oy.oo 1 1 


ooo oo/n 

339.3849 


153.2533 


523.3942 


171.6598 


i zyyy 


co /i /ion 

oy.44yo 


ooc oooc 
29O.033& 


125.9327 


198.0692 


47.2314 


1 ODo4 


CO A A AG 

oy.444o 


•1*100 ocoo 

1192.8592 


271.3194 


990.1458 


177.3934 


1 QQ7 

i oy / 


oy.4uoy 


A A~7 *}CA"7 

117.2647 


30.3089 


88.6811 


28.1221 


OOQQQ 

Zoyoo 


by.ooOO 


H yl O CO >l C 

143.6945 


112.9278 


271.3302 


130.8724 


O -1 o«i o 
z iz io 


CO O H CO 

oy.o 152 


855.7283 


296.0551 


631.2136 


180.7646 


o*£4b 


oy.zoo4 


«4 CO CO si "7 

152.5247 


74.7983 


98.8264 


43.2822 


ze>yb 


co ooovi 

o9.zo34 


oo 7nc/? 

39.7956 


31 .0793 


91.7318 


66.5682 


/1 0./1 "7 


CO «f occ 


■4 OOO T<*00 

1082.7120 


589.1053 


601.7764 


293.7781 


H H OO si 


CO A OOO 

by. 1330 


oto ATn vi 

370.0794 


89.7910 


297.9478 


58.1124 


OO/I Osl 

zo4o4 


CO A A A A 

69.1141 


51 6.6542 


144.9949 


409.3416 


103.9649 


oOol 


CO A rtcc 

O9.1055 


183.1731 


63.6589 


245.6238 


74.3151 


oy / y 


co noon 

by .0230 


OOO T7TO 

303.2753 


98.1749 


216.6214 


69.4773 


yo4r 


CO O A OO 

oy.Olyo 


120.4813 


45.8703 


170.1889 


58.5068 


A A A O 

444U 


co ooco 

O9.0053 


oo oroo 

83.3528 


33.7688 


135.6657 


59.4309 


A QOQ 

4ozo 


CO OC A o 

oo.yo4y 


72.9557 


43.0516 


43.2301 


18.1022 


44/ y 


CO ocoo 

oo.950y 


OHOO O-IOO 

2128.2199 


785.7217 


1380.3135 


481.7303 


oo!4 


CO ocoo 

oo.youy 


A ~7 A O ~70 si O 

1 /4o.7o42 


947.4333 


1046.3157 


509.6676 


OOQ7 

zzy / 


CO QO/1Q 

OO.oo4y 


OOC 000~7 

o0b.y007 


143.0584 


475.9000 


168.5143 


1 UUoU 


co occn 

bo.oooy 


OOO ooco 

20o.23o3 


95.3370 


343.6579 


134.1518 


TUooy 


CQ QGA~7 

oo\oo4/ 


/on oooc 
42U.02UO 


111.5716 


336.2579 


67.4437 


zl / 40 


CO OCO/I 

OO.OO04 


ooc oooo 

335.3288 


163.6891 


452.1302 


141.8450 


4o/y 


CO O A A C 

bo.o41b 


TO T «1 *1 O 

70.71 12 


35.6696 


10-L2058 


34.0050 


A Add A 

14bo4 


CO 7HOC 

oo. 7926 


A A O si i4 CT 

449.4157 


160.0542 


320.1835 


79.8585 


A QCOvl 

1oDz4 


CQ TCOO 

bo.7b0z 


>1TO T«1 slO 

479.7140 


242.2044 


798.9120 


285.7968 


OOA7C 
ZZU/O 


CO TOCO 

bo. / ooo 


cc once 

oo.oOoo 


120.1228 


191.3693 


148.2324 


•1 «1 /ITQ 
1 1 4 / O 


CQ 70C0 

bo./obo 


CO OOOH 

oy.oo9l 


30.5898 


92.1731 


35.3226 


OZ4U 


Oo. / ool 


A At\ ~t&A(\ 

140. /b40 


113.8483 


51.1735 


72.251 1 


1 141 1 


CQ 70-1 O 

bo. / zl 0 


a no ooo si 
4yo.o294 


101.0576 


397.7069 


73.6291 


*1 ICO/1 
1 OOo4 


CQ COOK 

bo. bozo 


OTO>1 7COQ 

o/o4./byy 


1259.4354 


2601.6015 


858.0332 


OH Aon 
zl UzU 


CQ C70Q 

oo.oTzo 


A 07 OT si si 

1o7.o744 


71.2974 


79.3627 


45.6250 


1 07«t O 


CQ CCOH 

bo.bby 1 


a no OQOQ 

lyo.oooo 


57.0308 


252.5748 


62.4565 


i yzoo 


CQ OCQO 

oo.boyo 


C/1 COOQ 

o4.ozyo 


97.5883 


1 50.9686 


102.0385 


Q7T7 

y / Or 


CQ C-1 A C 

Oo.ol 1 b 


OOC CCC/1 

zzb.obo4 


86.0729 


0«t7 OCQO 


QO QQAf\ 

yz.oo40 


I ODOO 


CQ CQ1 C 

oo.oyi d 


07Q QCylR 

O/o.y04D 


ZO4.U100 


653.3143 


162.8972 


2364 


68 5878 


439 3924 


80.0675 


525.4556 


100.2198 


17721 


68.5878 


84.4527 


45.0652 


130.3623 


58.2006 


6284 


68.5438 


36.9434 


18.0322 


47.7690 


14.3122 


20764 


68.5291 


75.9727 


33.7190 


101.4901 


23.0193 


! 5169 


68.5199 


1294,1642 


272.2527 


1012.3391 


236.7067 


3411 


68.5163 


346.3567 


191.4244 


563.7495 


253.7300 


5134 


68.5096 


57.5026 


45.3509 


29.8086 


22.3481 


5355 


68.4820 


696.3212 


361.5834 


1121.6300 


396.1451 
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TABLE 5A£: GENERAL 
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Timepoint(s): 


Various 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Noritox 


SD Nontox 


1 6632 


68.4619 


627.1740 


191.3880 


467.3563 


114.3622 


21056 


68.4478 


466.4872 


120.8088 


368.5099 


93.0039 


16058 


68.4283 


345.5074 


141.2590 


226,2417 


82.5197 


23499 


68.4246 


91.6798 


42.0498 


131.3763 


45.0374 


I 7074 


68.4056 


41.1339 


16.8894 


55.6278 


20.2907 


22543 


68.4050 


215.7534 


109.1552 


289.4168 


98.2545 


4719 


68.3910 


46.5350 


23.8465 


67.0565 


23 9299 


22503 


68.3726 


39.4874 


28.2193 


86.9832 


55.9353 


24315 


68.3567 


57.8882 


26.5133 


73.4524 


19.6711 


3990 


68.3482 


73.7562 


22.7583 


96 9086 


26 9361 


22911 


68.3433 


52.7237 


32.8041 


84.7760 


40 2596 


14313 


68.3042 


12.5743 


50.5306 


37.2762 


40.6449 


11830 


68.2614 


319.1448 


101.7538 


416 3463 


100 930Q 


8715 


68.2290 


191.5732 


125 2165 


407 9751 


283 6740 


i 18932 


68.2186 


34.6703 


23.7168 


57.3116 


27 7*3QR 

£.1.1 Ov7(J 


10920 


68.2094 


37.4480 


41 9658 


89 6100 


69 R764 


5874 


68,2045 


50.4558 


21 3568 


75 0578 

■ W«VWI \J 


31.4042 


2729 


68.1801 


374.0755 


184.9500 


542 7368 


1 86 6862 


8730 


68.1709 


49.7271 


19.6661 


69 6548 


26 36^ 


22558 


68.1709 


313.2676 


221 3398 


581 5696 


9Q6 ^4*39 


13055 


68.1605 


319.3971 


171 5159 


412 6381 


144 614Q 


15416 


68.1226 


13.3786 


1 2 6588 


25 3575 


14 7in^ 

1 *T. I I \J\J 


17793 


68.1122 


166.0617 


62.6963 


113.7718 


46 77fl c » 


8436 


68.0792 


1117.8952 


637.2028 


1756 5499 


6^0 flfi?^ 


2911 


68.0744 


172.1192 


132.4224 


272.7135 


115 58Q6 


! 17755 


68.0554 


158.9817 


100.1329 


247.5783 


100 8276 


8500 


68.051 1 


571.5467 


442.3438 


1133.4581 


653 4591 


3364 


68.0218 


92.4530 


37.9342 


132 0197 


41.1802 


13903 


68.0016 


74.8909 


38.6042 


45 1 563 


23.3742 


7451 


67.9967 


990.0853 


338.1618 


784.4295 


175.8447 


14677 


67.9937 


97.1277 


67.9184 


152.7724 


74.1339 


1599 


67.9869 


354.9231 


250.8783 


1 57r5306 


1 33 7963 


12628 


67.9698 


L 72.9421 


56.4314 


161.8187 


1 13 8184 


19016 


67.9692 


272.3102 


87.1540 


348.1016 


93.1420 


24236 


67.9154 


210.0703 


69.1529 


154.6757 


41.5715 


16172 


67.8928 


24.6428 


68.5319 


120.0844 


100.4551 


22079 


67.8824 


1864.5198 


777.0811 


2472.4661 


641.5331 


6297 


67.8635 


73.6206 


55.6640 


123.7171 


55 1561 


6687 


67.8482 


252.5414 


84.4886 


193.8123 


42.6956 


| 13501 


67.8433 


77.0534 


44.0940 


45.1108 


19.8796 


i 24629 


67.8060 


283.5514 


103.6825 


367.7265 


101.0097 


I 21894 


67.7956 


249.5995 


112.2144 


161.1367 


72.6780 


20857 


67.7681 


50.4099 


26.7199 


72.6768 


29.7534 


8205 


67.7583 


143.3135 


49.2822 


195.6209 


53.2744 


9168 


67.7571 


271.1517 


131.5232 


173.6676 


75.2473 


7288 


67.7302 


64.5863 


44.2720 


118.8940 


70.1369 


10879 


67.7247 


60.8570 


35.5292 


90.5411 


35.6599 


17229 


67.6997 


905.7618 


178.5880 


768.8854 


124.7699 


9575 


67.6715 


915.2495 


190.7941 


746.9526 


170.7976 


16678 


67.6483 


-18.1057 


46.4995 


29.3880 


60.0088 


15122 


67.6471 


235.8309 


72.0374 


269.4921 


47.7364 


2536 


67.6196 


128.2393 


63.7874 


174.5912 


66.9057 
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TABLE 5 AA: GENERAL , Attorney Docket No. 44921-5113WO 
Timepoint(s): Various Document No. 1926271.2 




I P) A Qrnro 
LUM OUUI t? 


ivitjan i ox , 


on TVw I 
oU I OX - 


Mean rviontpx 


OU INOp.lQX 


I 7935 


67.6190 


265.8129 


81.1131 


335.4534 


76.4223 


5902 


67.6037 


84.2627 


39.2120 


57.7772 


22.4187 


17340 


67.5994 


790.0630 


324.0040 


976.2955 


250.0339 


19269 


67.5799 


1137.2970 


280.2994 


968.2988 


165.5552 


15959 


67.5762 


65.4340 


20.4691 


83.1028 


21.5135 


4005 


u 67.5621 


137.5915 


88.9590 


232.7084 


121.1282 


22753 


67.5621 


128.7867 


86.6397 


223.3912 


117.4626 


2639 


67.5279 


103.0229 


76.4464 


164.2121 


70.8394 


8795 


67.5175 


208.5626 


98.1766 


125.8190 


60.4295 
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TABLE 5BB: 


HYDRAZINE 


Attorney Docket No. 44921 -511 3WO 


Timepbfnt(s): 


24 hrs > , 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


25247 


97.9460 


37.0767 


0.5814 


53.3339 


16.8255 


1888 


97.4765 


113.6533 


1.3258 


107.0621 


63.1462 


3880 


97.1244 


95.7567 


0.7557 


92.6252 


29.5970 


11662 


97.1244 


84.6267 


1.0501 


77.5572 


27.9175 


18327 


96.9484 


51.6967 


0.4065 


52.2675 


22.3585 


2577 


96.0094 


155.5333 


2.3953 


177.7987 


47.1143 


7062 


95.5986 


288.5300 


7.4707 


477.7241 


236.0127 


16954 


95.5986 


264.9633 


11.6139 


147.2295 


103.8173 


25907 


95.4812 


87.2333 


2.5134 


80.0068 


49.8692 


20896 


95.4225 


29.7233 


0.5270 


30.5215 


16.3305 


6951 


95.4225 


76.0767 


2.7062 


71.8819 


36.7998 


25328 


95.3052 


57.7867 


0.9437 


63.0813 


21.9695 


968 


95.1878 


25.0033 


1.0496 


37.5884 


39.1871 


25649 


95.1291 


22.2767 


1.5474 


37.5620 


28.9002 


25209 


95.1291 


181.0867 


2.0510 


173.0712 


35.4332 


935 


95.0117 


84.1933 


1.3105 


76.3168 


22.2118 


20941 


94.7770 


992.7433 


20.2695 


1032.2932 


353.3071 


16115 


94.7770 


48,3833 


1.4760 


37.7177 


17.5566 


18795 


94.7183 


390.3567 


8.7339 


322.6620 


104.0070 


15872 


94.6596 


710.0433 


268.2124 


291 .0634 


134.2337 


23341 


94.6596 


469.0733 


8.4223 


372.9566 


112.7619 


2846 


94.5423 


36.1633 


1.0401 


51 .8978 


19.4627 


1309 


94.5423 


67.0933 


1.8506 


^ 56.3164 


22.8219 


25425 


94.4249 


35.8367 


1.1033 


49.5267 


25.9994 


602 


94.1901 


39.9033 


1.3167 


49.2863 


18.5145 


26030 


94.1901 


2096.7033 


56.8085 


1680.9026 


522.1836 


10427 


94.0141 


23.7833 


1.4340 


3.3521 


19.7205 


15489 


94.0141 


70.3233 


1.3064 


59.2828 


16.8143" 


15741 


93.9554 


192.5533 


6.8674 


335.4640 


172.5203 


14971 


93.9554 


45.0633 


0.9015 


55.1948 


20.5650 


19181 


93.9554 


124.8333 


4.8168 


91 .9527 


22.8895 


21657 


93.8967 


578.5067 


16.0717 


887-3359 


406.1971 


17999 


93.8967 


950.7333 


15.8186 


965.6669 


264.0766 


20270 


93.8380 


55.1533 


2.1428 


93.3423 


39.8536 


18274 


93.7793 


96.6233 


3.1602 


74.5662 


19.6116 


5167 


93.6620 


7.6800 


2.0657 


42.7227 


71.1021 


25643 


93.6620 


430.4600 


14.4180 


547.0496 


209.6484 


18456 


93.6620 


52.5733 


2.0669 


44.9901 


22.6192 


1339 


93.6033 


24.5000 


1.1459 


18.4546 


9.7650 


25279 


93.4859 


368.2933 


21.2953 


518.1852 


152.7293 


21005 


93.3685 


125.2567 


11.1090 


83.4001 


29.9791 


15857 


93.3685 


167.0033 


3.5050 


171.8486 


45.7847 


25747 


93.3099 


976.7667 


179.6152 


2040.7425 


745.5405 


L 1620 


93.3099 


171.6267 


3.8925 


173.9528 


60.1149 


1 1940 


93.3099 


42.5467 


1.3651 


51.0578 


16.3335 


455 


93.1925 


182.7333 


9.9242 


238.8213 


147.2915 


13731 


93.1338 


53.2867 


16.6290 


22.5796 


17.5057 


1169 


93.0751 


135.7433 


5.5119 


178.8236 


85.4068 


14213 


93.0164 


20.5900 


1.5045 


2.4961 


26.2752 


17421 


93.0164 


228.2467 


129.1290 


208.2349 


59.7431 


20493 


92.9577 


142.1467 


106.3012 


108.8341 


46.6047 


15025 


92.8991 


8.7100 


1.9984 


76.0668 


139.9238 
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TABLE 5BB: 


HYDRAZINE 


. . • 


Attorney Docket No. 44921 -51 13WO 


Timepoint(s): 


24hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


MeanTox | 


SD Tox 


Mean Nohtox 


SD Nontox 


13857 


92.8404 


24.9567 


0.9209 


33.3204 


17.9828 


13485 


92.8404 


25.2000 


2.0544 


43.4119 


19.0244 


4393 


92.7817 


1970.1900 


41.8934 


1724.5740 


456.2191 


595 


92.7230 


9.8400 


0.6451 


20.9080 


23.6445 


25148 


92.6643 


511.0967 


96.2026 


358.4566 


90.5520 


18378 


92.6643 


74.7900 


40.5974 


61.2654 


18.1555 


20410 


92.4883 


59.5833 


1.6694 


71 .4859 


46.9878 


12155 


92.4883 


-19.0933 


8.1364 


83.7093 


168.3485 


20312 


92.4296 


19.8167 


1.4374 


31.9382 


12.7655 


317 


92.3709 


12.2500 


4.5821 


36.8986 


21.0418 


17309 


92.3122 


58.9033 


1 .4200 


59.9175 


15.5742 


18880 


92.3122 


38.1433 


1.2894 


38.2827 


14.6705 


24564 


92.2535 


36.2133 


3.0365 


27.5676 


15.6279 


20740 


92.1362 


1127.1233 


89.5392 


820.3090 


345.3077 


15803 


92.1362 


-5.2333 


4.8046 


29.6186 


26.3161 


23653 


92,0188 


24.6667 


42.0186 


18.9945 


20.2387 


13646 


92.0188 


1826.3033 


41.6292 


1618.9876 


287.9917 


1573 


92.0188 


15.9233 


0.6834 


20.3821 


10.0022 


15103 


92.0188 


175.3967 


2.6008 


185.5519 


31.7783 


8182 


91.9601 


617.1567 


42.3489 


815.9132 


301.6696 


20841 


91.8427 


149.5833 


9.7877 


106.1587 


32.9275 


15839 


91.7840 


434.6200 


11.9903 


379.6704 


118.3617 


14979 


91.7840 


23.7900 


1.1466 


22.0707 


1 1 .0596 


16155 


91.7254 


78.1967 


4.2150 


96.8869 


55.4332 


20939 


91.6667 


806.2700 


114.4604 


546.2456 


181.1310 


16997 


91.6667 


14.6833 


1.0970 


20.7622 


13.1709 


20269 


91 .6667 


71.7333 


3.3988 


61.1172 


28.6563 


19997 


91 .6667 


103.7800 


5.4674 


83.6345 


42.5927 


18190 


91.6080 


31.1767 


2.5152 


22.2287 


11.4849 


18001 


91.6080 


329.1600 


11.2699 


357.4035 


125.4645 


25120 


91 .6080 


17.7867 


0.7353 


20.0385 


9.9765 


19710 


91.5493 


251.3100 


8.9243 


257,6204 


98.8017 


910 


91.4906 


152.1333 


10.1794 


111.0717 


40.2252 


891 


91.4906 


420.8000 


41.8302 


792.1574 


366.2510 


18305 


t 91.4906 


3836.9500 


112.5191 


3317.2844 


882.0977 


20430 


91.4319 


45.6033 


11.4721 


209.4796 


180.3662 


16368 


91.4319 


26.0500 


2.0126 


20.4152 


15.5957 


20235 


91.3146 


32.0133 


1.9444 


41.3535 


22.4684 


18209 


91.2559 


127.9733 


8.0882 


173.3853 


51 .8906 


1660 


91.2559 


47.7567 


3.9689 


25.5445 


33.7402 


1501 


91.1972 


1352.6200 


202.5585 


2213.4966 


566.4025 


12422 


91.1972 


140.0667 


4.9274 


173.5576 


54.8378 


20357 


91.1385 


58.8067 


' 2.6243 


63.0280 


33.7813 


4364 


91.1385 


105.2867 


6.3137 


82.5090 


35.4553 


16535 


91.1385 


1171.2133 


48.6359 


1431.9100 


506.6838 


17108 


91.1385 


132.0967 


3.3524 


140.5891 


35.7544 


15569 


91.0211 


34.5067 


1.3274 


37.4447 


17.2194 


20026 


91.0211 


89.0467 


4.8233 


76.8488 


33.4835 


6241 


100.0000 


50.3233 


0.0058 


50.8960 


27.2440 


16909 


99.1784 


445.4700 


5.4319 


308.6417 


62.8504 


| 4814 


98.5915 


14.1600 


0.3700 


30.4624 


26.4002 


17632 


98.2394 


82.0300 


0.4687 


85.7136 


36.0800 
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TABLE 5BB: 


HYDRAZINE 




Attorney Docket No. 44921 -511 3WO 


Timepoint(s): 


24 hrs 




.'' . * 


Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean "Fox 


SD Tox; : 


Mean Nontox 


SD Nontox 


| 23403 


98.2394 


137.4167 


0.7186 


158.2033 


48.0129 


14745 


98.2394 


22.1300 


0.4173 


31.2172 


31.9228 


3317 


97.7700 


34.8767 


0.3450 


34.0734 


26.1690 


6315 


97.6526 


70.2300 


0.7873 


84.0403 


35.3586 


16986 


97.6526 


1294.2167 


26.9886 


988.5831 


746.6562 


3584 


97.2418 


29.1200 


0.4419 


38.5215 


23.2124 


9510 


97.2418 


26.4000 


0.5556 


20.0571 


18.8305 


10156 


97.0070 


652.5833 


19.6801 


L_ 441.7665 


187.3169 


20694 


97.0070 


214.4467 


3.9028 


140.8560 


55.8960 


12000 


96.8310 


380.4833 


55.5277 


190.4899 


68.9239 


| 13776 


96.7136 


34.2900 


0.5534 


28.8459 


25.3090 


23325 


96.7136 


. 224.8233 


1 .8600 


246.4426 


73.0295 


23583 


96.7136 


120.0533 


48.4725 


48.9943 


21.7321 


994 


96.7136 


578.4300 


6.6111 


726.9823 


188.7234 


8365 


96.4789 


50.8167 


0.4539 


47.6431 


17.1295 


16199 


96.4789 


86.8033 


1.4558 


62.4798 


34.3643 


14510 


96.4202 


162.3533 


4.6710 


431.9601 


298.7986 


6838 


96.4202 


76.7333 


6.4788 


69.0887 


78.9375 


3746 


96.3615 


743:9900 


4.7844 


784.5842 


162.2759 


13386 


96.0681 


29.1367 


1.6105 


49.5808 


18.6079 


4153 


96.0094 


726.6833 


5.7805 


697.6108 


157.9230 


10714 


95.9507 


189.5167 


3.0657 


213.9803 


93.0804 


18679 


95.8920 


462.8333 


5.9555 


424.6149 


115.4540 


11404 


95.8920 


558.8133 


14.1202 


431.5947 


125.6193 


21668 


95.8333 


300.0200 


1 .9883 


311.2505 


62.2409 


11561 


95.7746 


377.4300 


34.4538 


230.5533 


65.0937 


16451 


95.7746 


551 .9500 


13.7123 


476.0406 


210.3648 


2069 


95.7746 


849.5900 


24.7226 


1050.6257 


182.8484 


13977 


95.5399 


268.8367 


13.6411 


478.0138 


154.6699 


2781 


95.4812 


247.5867 


17.4291 


139.6392 


94.3951 


5256 


95.4812 


68.3500 


1 .5687 


89.8123 


61.5472 


21469 


95.4812 


344.1767 


7.9813 


354r3289 


160.5296 


14234 


95.4225 


1027.2067 


243.0928 


625.7670 


131.2207 


8577 


95.4225 


295.9033 


2.9504 


267.8078 


66.1661 


22065 


95.4225 


1309.5033 


22.1943 


1170.4870 


329.7017 


11066 


95.3052 


255.6500 


5.8592 


342.1098 


117.0751 


5624 


95.3052 


553.7733 


23.4419 


360.7303 


160.4921 


18742 


95.1878 


42.6733 


3.5372 


88.0659 


52.0385 


8132 


95.1878 


163.0067 


2.4774 


185.0842 


53.9417 


5999 


95.1291 


212.7767 


5.6900 


200.7787 


113.1627 


21279 


95.1291 


75.4067 


2.5307 


50.8432 


19.1903 


22471 


95.0704 


41 .2467 


0.8458 


53.3912 


22.4259 


| 7691 


95.0117 


33.5700 


0.8642 


53.1849 


56.3899 


21505 


95.0117 


150.3867 


3.4840 


113.1032 


41.6647 


6582 


95.0117 


283.3767 


5.5381 


223.1994 


64.1512 


14388 


94.8944 


78.7500 


5.0129 


120.7581 


48.9875 


9977 


94.8944 


49.8700 


2.5275 


33.2643 


31.5414 


6635 


94.8357 


126.7267 


2.6088 


98.1642 


38.4304 


2526 


94;7183 


316.9300 


7.4353 


401.9889 


87.5810 


6176 


94.6596 


43.2233 


1.3288 


36.7272 


31.0535 


23799 


94.6009 


171.5967 


3.0202 


181.0648 


61.1450 


2733 


94.6009 


327.9033 


5.4151 


362.5652 


101.6928 
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TABLE 5BB: HYDRAZINE 
Timepbint(s): 24 hrs 


Attorney Docket No. 44921 -511 3WO 
Document No. 1926271.2 


GLGC IF) NO 


i~.LJr\ ocore 


Mean Tox 




Mean Nontox ; 


SD Nontax ; , 


^3097 


94.5423 


695.9167 


54.1146 


477.1844 


107.2960 


o9oo 


94.5423 


53.2867 


2.8136 


87.5412 


30.4123 


4427 


94.5423 


100.6567 


1 .8579 


82.0286 


31.7293 


O «l ~7 A A 

21744 


94.5423 


101.0933 


9.2880 


54.5613 


46.2865 


3103 


94.4249 


106.7233 


1 .9255 


113,2733 


35.0297 


OH H r\"7 

21 197 


94.4249 


31.3133 


1 .9745 


18.0013 


15.9929 


6608 


94.3075 


73.2000 


19.5353 


147.3671 


38.9766 


19765 


94.3075 


416.1767 


10.3273 


407.7220 


155.3258 




57*t.OU f O 




2.2824 


22.5745 


16.8033 


23656 


94.3075 


315.7333 


3.3950 


319.2350 


75.4920 


13916 


94.2488 


22.1067 


0.8116 


25.7640 


13.6463 


23355 


94.2488 


446.8800 


12.7153 


434.6363 


170.8930 


9596 


94.1901 


56.8800 


11.2409 


153.9710 


88.3758 


4068 


94.1901 


30.0533 


1.0171 


42.2742 


25.1705 


5528 


94.1901 


92.0433 


8.7276 


218.9110 


107.8415 


1263 


94.1901 


726.2400 


46.0840 


536.1424 


111.3495 


16579 


94.1901 


363.6600 


6.2905 


334.9118 


70.3986 


22934 


94.0728 


50.6667 


1.6051 


68.9886 


28.0706 
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TABLE 5CC: 


IMIPRAMINE 




Attorney Docket No. 44921-5113WO 


Timepoint(s): 


24hrs 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontax . 


SD Nontax 


1720 


99.4125 


31.9032 


2.2578 


-29.7535 


32.9198 


20746 


99.2362 


1638.9485 


66.2612 


560.3927 


300.2581 


21015 


99.2362 


3074.4276 


21.2156 


4926.3466 


1487.3141 


21013 


99.0599 


2298.6030 


59.4444 


4827.2689 


1682.2280 


20650 


98.8837 


102.7452 


8.4703 


607.2097 


405.2485 


2854 


98.7074 


1233.9485 


31.1854 


708.3210 


203.1734 


20745 


98.6486 


1195.7975 


145.1309 


410.1511 


216.8996 


1575 


98.6486 


37.0993 


1 .7586 


13.0926 


1 1 .3351 


18725 


98.5899 


20.6555 


1.1694 


93.0900 


59.1469 


1878 


98.5899 


39.4790 


2.0725 


15.1939 


13.3405 


20801 


98.5899 


372.2555 


12.8974 


223.4977 


103.9353 


25718 


98.2374 


1438.0315 


50.0931 


1008.6785 


160.7302 


17486 


98.2374 


23.2910 


1 .7326 


5.1067 


8.5820 


1789 


98.1786 


51.3125 


2.2267 


25.3892 


13.3963 


11755 


98.1786 


179.6920 


25.7524 


686.0843 


302.2192 


426 


98.1199 


983.9775 


55.4611 


2597.4705 


1304.8870 


25200 


98.0024 


34.8295 


3.7577 


13.2202 


12.6108 


25168 


97.7673 


24.0880 


0.1920 


23.7542 


9.1863 


25056 


97.7673 


-15.5760 


9.2022 


141.7213 


163.6066 


3387 


97.7086 


25.4895 


3.5759 


6.7353 


8.6512 


17775 


97.7086 


97.2798 


5.2653 


40.3201 


41 .9903 


26043 


97.6498 


28.6130 


2.8807 


9.5689 


7.8717 


24693 


97.6498 


71.3015 


13.1434 


773.9918 


485.9603 


3831 


97.5911 


301.1957 


28.9726 


125.1445 


62.3240 


15800 


97.5911 


148.6880 


23.3699 


52.5346 


23.2110 


18000 


97.591 1 


678.7267 


33.2355 


1238.9171 


348.7831 


20088 


97.5323 


214.9960 


11.0121 


92.7950 


47.9793 


5545 


97.5323 


125.9530 


23.2153 


544.2325 


272.7071 


1435 


97.5323 


1693.7863 


141 .8816 


929.1961 


277.1226 


6049 


97.4736 


1998.2413 


131.2543 


1212.9939 


284.3219 


670 


97.3561 


72.7118 


9.1183 


313.6622 


123.1828 


13283 


97.3561 


54.3508 


5.5288 


145:4198 


71.7992 


108 


97.3561 


649.8777 


81 .9309 


1574.0627 


613.2621 


19967 


97.2385 


35.0850 


2.4348 


12.0096 


11.4830 


13646 


97.2385 


2487.4215 


242.4951 


1615.6364 


281.8239 


25966 


97.2385 


53.8155 


32.1419 


-10.5998 


19.2468 


10429 


97.1798 


49.0665 


12.2701 


7.9586 


13.0597 


8266 


97.1798 


841.9622 


63.4059 


2086.9398 


954.1779 


| 17292 


97.1798 


37.9300 


4.2373 


122.2014 


59.8957 


25753 


97.1798 


65.6697 


16.2949 


-17.8769 


32.6182 


17173 


97.1798 


174.6208 


16.8220 


102.4593 


25.4983 


18504 


97.1210 


117.9572 


13.7541 


58.6650 


19.1122 


649 


97.1210 


30.6130 


4.8894 


7.2398 


8.8764 


24326 


97.1210 


1583.9358 


173.8404 


824.6246 


251.5429 


10545 


97.1210 


676.2200 


8.3667 


527.2831 


121.7804 


24490 


97.0623 


125.2865 


23.4315 


54.8461 


25.5435 


16042 


97.0623 


76.0185 


5.4796 


39.0057 


17.5455 


3910 


97.0623 


121.4825 


6.0622 


67.9678 


28.0145 


80 


97.0035 


41.0427 


6.4302 


12.0243 


10.9181 


i 15749 


97.0035 


27.4755 


3.1713 


4.0401 


33.5984 


25546 


96.9448 


95.7995 


10.0550 


29.5695 


35.9153 


3879 


96.8860 


800.6863 


33.5704 


1446.7208 


432.6999 
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TABLE 5CC: IMIPRAMINE Attorney Docket No. 44921 -511 3WO 

Timepoint(s): 24hrs ; ! Document No. 1926271.2 



GLGC ID NO.|LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


20494 


96.8860 


-159.5240 


50.8250 


195.4982 


181.6616 


20410 


96.8273 


205.2305 


44.0058 


70.8153 


46.0380 


18147 


96.8273 


48.3982 


17.9986 


-19.2140 


21.4748 


20902 


96.8273 


279.5470 


30.4802 


147.2794 


43.8067 


25848 


96.7685 


47.1313 


18.7490 


12.0558 


10.3040 


16895 


96.7685 


25.2713 


13.5038 


266.3075 


167.0301 


17088 


96.7685 


677.4872 


69.7123 


350.6841 


135.5349 


4559 


96.7685 


53.9000 


9.4575 


12.9112 


17.6750 


I 20188 


96.7685 


405.1217 


26.6384 


211.0001 


101.8184 


20236 


96.7685 


421.7645 


33.7972 


197.1529 


126.0187 


20859 


96.7685 


93.9305 


13.5483 


43.5931 


55.2011 


1728 


96.7685 


322.3097 


17.1906 


227.6089 


90.1142 


1920 


96.7098 


327.5068 


5.1861 


518.9960 


217.0989 


25821 


96.7098 


120.4375 


35.3441 


45.5962 


23.0681 


i 25382 


96.7098 


50.3423 


17.4157 


3.6390 


13.5023 


67 


96.7098 


158.1370 


29.5556 


54.6080 


34,2261 


25942 


96.7098 


35.0240 


4.0015 


13.2366 


9.2897 


20834 


96.7098 


77.2023 


8.9449 


30.4114 


19.0754 


4324 


96.7098 


38.1283 


10.8636 


-13.3853 


24.1243 


405 


96.7098 


75.5808 


7.1246 


216.8274 


115.4306 


4035 


96.7098 


69.0588 


16.0426 


15.0741 


18.4216 


1184 


96.7098 


21.9150 


1 .4490 


10.0585 


6.4782 


22783 


96.7098 


505.8063 


28.9973 


244.8359 


154.2268 


1418 


96.6510 


140.1768 


36.8226 


63.2517 


22.2376 


15066 


96.6510 


249.2687 


44.5852 


644.7028 


204.1419 


745 


96.6510 


47.8130 


2.6540 


27.4286 


12.1833 


212 


96.6510 


36.8225 


4.8711 


15.6931 


12.1807 


25799 


96.6510 


416.8150 


26.4510 


212.1327 


140.9002 


4748 


96.5922 


35.4350 


19.6952 


451.7404 


360.3694 


16721 


96.5922 


48.1607 


8.9241 


123.8567 


48.6051 


14486 


96.5335 


45.6530 


12.3812 


8.5912 


11.5271 


730 


96.4747 


187.7680 


34.2000 


* 45^734 


51.8037 


3431 


96.4747 


5427.9056 


1003.6967 


3104.0541 


783.1762 


24750 


96.4747 


25.4115 


6.7316 


-12.4145 


16.5016 


4556 


96.4747 


107.6130 


7.0878 


71.6394 


17.2472 


1130 


96.4747 


266.7875 


114.7086 


969.3972 


386.4870 


1138 


96.4160 


115.9005 


8.7627 


57.2749 


28.6947 


23180 


96.4160 


2187.7585 


274.4873 


1369.4050 


L 273.4658 


25636 


96.4160 


91.1408 


14.6815 


22.2760 


33.6224 


20405 


96.4160 


60.4735 


16.4305 


219.2488 


96.7823 


20509 


96.4160 


106.6507 


3.2586 


71.2812 


26.6382 


11599 


96.4160 


32.2320 


2.6967 


15.7003 


9.5009 


25433 


96.3572 


132.5613 


16.5868 


42.7323 i 39.3132 


15738 


96.3572 


69.2153 


7.4256 


36.3364 i 12.6308 


16220 


96.3572 


48.8158 


5.5251 


20.3506 


16.2981 


1598 


96.3572 


528.1760 


f 52.1856 


280.7837 


272.4267 


25244 


96.2985 


62.9182 


1 1 .0923 


19.2739 


18.1887 


19107 


96.2985 


152.5425 


52.9369 


46.2327 


35.9661 


4049 


99.1187 


2214.3220 


74.6095 


602.9060 


432.2398 


4048 


98.6486 


1472.4213 


228.7942 


293.3014 


273.0935 


12769 


98.6486 


267.1693 


82.4175 


37.4415 


36.9600 


3246 98.4724 


196.6472 


7.7285 


103.4193 


56.4708 
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TABLE 5CC: 


IMIPRAMINE 


Attorney Docket No. 44921-51 13WO 


Timepoirit(s): 


24hrs 






Document No. 1926271.2 


GLGC ID NO; 


LDA Score 


Mean Tox 


SD Tox ; 


Mean Nontox 


SD Nontox 


5624 


98.2961 


155 0115 


5.4827 


362 3778 


1RO *V71 O 


5491 


98.2374 


146 6950 


5 2612 


74 61 3S 




14197 


98 1786 


296 9390 


91 1419 


166 7641 

1 Uv. » Ut 1 


49 R7^ft 


22519 


98.1786 


511 7805 


1 3 3682 


927 2739 


9^R 77Q^ 


20271 


98.1199 


270 3340 


1 4987 


0RQ1 


140 ^IRxl 


7904 


98 061 1 


-24 8485 


1 O 0R*V* 


43 9280 


97 47QR 


3062 


98.061 1 


462 5840 


22.1126 


1117 3416 

III* .\J*T I W 


449 Rlflft 
*+*+^.o 1 Do 


15218 


98 0024 


366 5058 


49 6671 


Q8Q QR^9 


9RR 109*; 


8584 


98 0024 


-8 6980 


1 1 Q91 1 


987 088^ 


91 q A/LOG 


11052 


97 9436 


-25.8247 


Q 91 ^7 


4R 4014 




23756 


97 8848 


26? 1Q90 


90 OQOR 

4.U.U9UO 


6^9 ^R8R 


uoo. 1 yo ( 


19206 


97.8261 


86 161 8 

KJ\J . 1 U 1 U 


1^ 1107 


9^ RQ1 7 


1*7 ftQ/IQ 

1 / .oo^y 


16865 


97.7673 


257 7357 


106 1QQ1 


49 08^9 




19991 


97.7673 


-1 0Q1 ^ 




4^ R1Q** 




4936 


97 7673 


55Q 988^ 


7 Q4R1 


Di7C7.00 I O 


OAK >IC7Q 


22098 


97 7086 

u 1 . 1 VUU 


44 qoo9 


1 9RR1 

1 .ZOQ 1 . 




1 o.yoo4 


12354 


97 7086 


417 41 

til .*+ 1 \J*J 


»R 10^7 

OO. I UO f 




1 A 0770 


6804 


Q7 7086 
c / . / uuu 


Q1 OQ9^ 


ZO.ZO I O 


1 Q ftfl79 


-1 C 0/I7Q 

1o.^4^ O 


2250 


Q7 70R6 


846 94QR 


70 RQ^Q 


i do i .youo 


oou.yooo 


14042 


97 6498 


890 M "^O 


10R ^^^^ 


oo^,y.uy*+o 


looy.oyi 0 


19200 


97.591 1 


RO^ Q^9*S 


49 QR9^ 


997 R109 


OO.OOZO 


6090 


97 5323 


221 9317 


94 OOO^ 


97 0794 

/LI ,\Jf 


on .^.y ixi 


10246 


97 5323 


47^ 7T*7 


^4 ^RRR 


90Q 7Q90 


QQ >IOOO 

yy.^-oyy 


8312 


97 5323 


AQ QR^^ 


7 1^18 


o. ioy/ 




5476 


97.4736 


^6 *v!77 


8 4047 


-9^ Q081 


9A AAA A 


10393 


97.4736 


139 5157 


90 ^Q47 




qq eooo 


2847 


97.4736 


4 5670 


^ 0^84 




qft ROQQ 
00.0000 


18874 


97.4148 


491 ^ 


1 4^ i: ;o 


90 ^^9^ 


l O. i OOO 


633 


97.4148 


142 0900 


14 477^ 


28Q Q10^ 


^790 


3476 


97 3561 


1 86 0202 


26 0301 


67 4R9^ 




19146 


97 3561 


107 6828 


12 3529 


40 fi**41 


90 9QQ7 

zo.^yy r 


26359 


97.2973 


214 3947 


26 8314 


»7 1 Qf|4 


49 94RR 


19023 


97.2973 


152.1170 


67 0009 


-97 44R^ 


R4 OORR 


14192 


97.2973 


39 8817 


9 71 


19 R71Q 


1 ^ 44R8 


12768 


97.2973 


344 7960 


49 681 Q 


1 53 0S03 


R'n 0^7 


17552 


97.2973 


205 7418 


11 2967 


111 ^840 


47 ^Q7Q 


26115 


97.2973 


823 2372 


38 7069 


459 8416 


1Q4 ^07 


7240 


97.2973 


45.4507 


5.0657 


1 4019 


97 90^8 
^. f .£.5700 


9004 


97.2385 


62.2205 


6.7585 


21 6030 


17 1^00 


12335 


97.2385 


294 4088 


14.7742 


134 022^ 


8*? 70Q4 

OO. / v!57*+ 


3436 


97.1798 


760 2025 


24.431 1 


454.6793 


183.8222 


19456 


97.1798 


616.7365 


162.4362 


154.6475 


141.0503 


21237 


97.1210 


228.0030 


21.4545 


87.261 1 


51.5071 


5996 


97.1210 


147.4330 


7.7876 


84.8020 


30.9678 


14108 


97.1210 


34.3457 


6.8543 


-4.7013 


20.5878 


19205 


97.0623 


242.7788 


34.6836 


87.3128 


47.8076 


16739 


97.0623 


198.8505 


5.5287 


317.1395 


103.5826 


4670 


97.0623 


648.2467 


22.7990 


892.3156 


378.7150 


2855 


97.0623 


1293.4650 


32.8246 


915.3109 


214.8895 


1690 


97.0623 


353.6910 


18.7103 


228.0386 


73.6332 


22681 


97.0623 


1551.9040 


27.1289 


1469.8577 


742.6888 
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TABLE 5DD: 


INDOMETHACIN V Attorney Docket No, 44921 -511 3WO 


Timepoint(s): 


24 hrs 






Document N& 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox ; 


SD Tox i 


Mean Nontox 


SD Nontox v 


1O504 


99.9412 


62.2300 


3.5592 


330.2917 


199.6281 


20980 


99.8825 


257.3800 


6.8927 


105.5871 


25.8754 


1159 


99.7062 


59.5625 


12.2939 


302.3441 


89.2271 


21400 


99.6475 


66.1025 


14.2310 


348.8392 


149.3777 


3292 


99.5887 


510.6300 


128.6361 


3447.4895 


1520.3414 


25313 


99.5300 


429.7700 


40.6774 


183.6502 


63.2161 


26032 


99.5300 


28.9550 


12.7369 


502.7892 


438.3524 


20994 


99.4712 


390.9400 


22.5578 


158.1114 


58.3106 


10306 


99.4125 


2332.4200 


321.4667 


645.7242 


210.6717 


1868 


99.4125 


-18.7075 


4.2378 


461.1461 


323.9081 


21657 


99.4125 


229.5825 


47.2791 


889.3388 


404.3261 


20719 


99.3537 


235.0750 


22.1061 


99.5416 


32.7611 


570 


99.3537 


602.2650 


38.6618 


257.5117 


78.2253 


20743 


99.2949 


42.0950 


2.1564 


94.1823 


32.6478 


18725 


99.2362 


8.1100 


0.9713 


93.1490 


59.0683 


20702 


. 99.1774 


145.2325 


4.1802 


50.5415 


29.0111 


17913 


99.1774 


484.4975 


37.5925 


230.3018 


60.7197 


6477 


99.1774 


530.9275 


112.2568 


2195.5485 


686.8809 


626 


99.1187 


477.7125 


88.2634 


87.8368 


70.3504 


23868 


99.1187 


45.3650 


6.4010 


579.7014 


534.3961 


19335 


99.1187 


650.7500 


57.4103 


335.4375 


91.1097 


17281 


99.1187 


27.6800 


8.2295 


156.5676 


82.6348 


1571 


99.0599 


1356.6825 


93.0060 


573.5366 


165.6940 


797 


99.0599 


288.5275 


61.3999 


82.8972 


29.7812 


18867 


99.0599 


29.0775 


16.0220 


310.5560 


156.9917 


18061 


99.0599 


379.6025 


55.8814 


178.0563 


42.1544 


1468 


99.0012 


72.8975 


27.0035 


14.8508 


11.5623 


| 798 


98.9424 


194.4850 


38.7411 


51.9808 


20.3189 


11493 


98.9424 


370.2575 


107.5498 


32.3674 


48.0765 


21586 


98.9424 


376.0450 


38.6225 


135.3681 


56.8817 


22576 


98.9424 


291.2825 


55.1263 


712.7280 


186.2299 


14289 


98.9424 


248.6100 


25.5448 


1104495 


37.8151 


17933 


98.8837 


852.8025 


109.1073 


246.1008 


128.7651 


14881 


98.8837 


36.1825 


7.9075 


438.6018 


277.1638 


15932 


98.8837 


313.3350 


63.6640 


135.4865 


34.1409 


15281 


98.8837 


1358.3000 


384.8702 


542.5394 


165.9380 


18000 


98.8837 


337.2675 


114.8414 


1240.5221 


345.3338 


10503 


[ 98.8837 


22.6750 


10.2151 


183.8699 


. 121.4110 


3512 


98.8249 


288.2200 


13.3579 


145.4154 


45.0371 


5496 


98.8249 


45.5050 


2.5767 


164.8591 


97.4298 


23872 


98.8249 


7.9175 


4.1278 


176.7958 


175.4309 


1466 


98.8249 


4549.0700 


1537.8844 


1246.7102 


579.3674 


23344 


98.8249 


877.2525 


123.8365 


382.3115 


107.3639 


14213 


98.8249 


70.7100 


15.0978 


2.2392 


25.8764 


4314 


98.7662 


35.6100 


4.0408 


163.9508 


83.6022 


14992 


98.7662 


205.4200 


30.2527 


88.5483 


26.4634 


21090 


98.7662 


14.1000 


6.1319 


109.3410 


48.9452 


16726 


98.7662 


110.9725 


18.4607 


324.3886 


105.4385 


1602 


98.7662 


3.4100 


15.7642 


224.4890 


174.8619 


16180 


98.7074 


18.2625 


5.8828 


95.1405 


42.9565 


22903 


98.7074 


338.1050 


11.7323 


206.3488 


53.0736 


556 


98.7074 


64.9100 


23.4381 


265.2199 


88.5712 
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TABLE 5DD: 


INDOMETHACIN 


Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


24 hrs 






Document No. 1 926271 .2 


oLCaO ID NO. 


LDA Score 


Mean Tox 


|SDTox 


Mean Nontox , - 


SD Nontox 


1540 


98.7074 


21.0225 


4.8927 


97.7588 


49.2141 


18011 


98.7074 


441.1475 


67.8457 


161.7030 


65.2610 


24196 


98.6486 


128.6075 


57.2429 


18.1542 


16.1318 


19942 


98.6486 


337.1150 


43.3266 


i 145.8070 


41.1419 


1382 


98.6486 


193.6200 


12.2027 


114.6752 


27.0709 


I 16133 


98.6486 


54.2500 


7.0315 


14.1804 


12.1225 


9125 


98.5899 


1290.5900 


79.3310 


778.0816 


158.0294 


24645 


98.5899 


36.2000 


3.0405 


115.8434 


43.6103 


1869 


98.5899 


32.2150 


14.8344 


704.9147 


393.3038 


12788 


98.5899 


111.9350 


33,9635 


12.1004 


21.9528 


10108 


. 98.5899 


500.5125 


78.1530 


203.9349 


79.5596 


2744 


98.5899 


630.1400 


74.3785 


313.7995 


83.7923 


1598 


98.5311 


1291.8125 


169.1408 


277.1943 


263.7988 


11494 


98.5311 


1200.6075 


506.7700 


165.6916 


123.5680 


14583 


98.531 1 


865.4525 


73.0594 


396.6406 


118.1961 


19831 


98.5311 


277.6050 


75.5232 


106.9405 


30.3524 


21915 


98.5311 


1013.0475 


20.4381 


711.2750 


149.8386 


17185 


98.4724 


330.9675 


12.2666 


229.8158 


39.6072 


22739 


98.4724 


298.5725 


52.7861 


114.6913 


31.5662 


20509 


98.4724 


142.0025 


6.8330 


71.1151 


26.30,19 


20753 


98.4724 


774.7575 


118.4954 


361.5211 


115.5258 


18069 


98.4136 


173.1450 


80.2732 


27.3541 


22.5176 


23248 


98.4136 


252.2625 


112.7353 


39.0741 


33.5420 


17517 


98.4136 


1073.7525 


207.7605 


550.5227 


175.9005 


16416 


98.4136 


715.1300 


131.2254 


275.8531 


104.0179 


25260 


98.4136 


187.5500 


38.6410 


63.8350 


27.7721 


15154 


98.4136 


1188.5800 


230.7209 


480.2157 


162.3013 


24350 


98.4136 


97.9975 


20,5576 


29.1151 


18.1116 


14959 


98.3549 


2807.4675 


183.9564 


1626.7477 


403.4471 


21154 


98.3549 


97.6700 


13.1641 


41.5304 


16.4321 


25257 


98.3549 


740.2375 


143.0950 


288.9688 


105.5923 


1583 


98.2961 


309.5600 


45.1569 


12tr9829 


40.8861 


16825 


98.2961 


152.3525 


35.9514 


45.4750 


23.8228 


16256 


98.2961 


46.6825 


25.3516 


580.0201 


334.3963 


18719 


98.2374 


19.5900 


1.2792 


129.9511 


94.6025 


18647 


98.2374 


1629.3875 


458.6422 


441.1557 


203.6546 


15767 


98.2374 


30.8100 


3.1614 


83.1373 


29.4440 


20443 


98.2374 


326.5100 


92.0980 


135.5416 


35.5447 


3513 


98.1786 


423.3200 


45.8831 


188.8129 


65.0018 


25559 


98.1786 


376.2900 


21.4184 


165.7325 


79.4425 


18726 


98.1786 


57.6575 


7.3446 


194.8580 


85.1690 


1004 


98.1786 


163.6475 


35.3333 


73.4974 


19.2918 


19103 


98.1786 


13.4450 


5.5949 


111.5269 


68.9002 


1501 


98.1786 


955.4300 


153.9155 


2216.3751 


562.4601 




98.1199 


85.0700 


10.6922 


327.4832 


128.0218 


19825 


98.1199 


4.5125 


2.4202 


72.9398 


55.4831 


16255 


98.1199 


127.1950 


43.1738 


1113.9598 


611.7239 


43 


98.1 1 99 


34.6800 


8.8711 


168.8600 


82.2045 


9054 


100.0000 


351.9900 


7.9793 


125.6519 


41.4967 


633 


99.8237 


47.2075 


8.5617 


290.3563 


94.4549 


19082 


99.7062 


89.2425 


3.1454 


197.0939 


39.7598 


23159 


99.7062 


1280.5475 


78.3938 


564.2374 


275.8493 
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TABLE 5DD: 
Timfepoint(s): 


INDOMETHACIN 

24 hrs - . 


: ; Attorney Docket No. 44921-5113WQ 
document No. 1926271.2 


C3LCjC ID NO. 


IDA Score 


Mean Tpx . 


SD Tox 


Mean Nontax 


SD Nontax 


18846 


99.6475 


436.2850 


11.5557 


240.6489 


42.5052 


16045 


99.5887 


59.9075 


1.9551 


142.3596 


41.7614 


4193 


99.5887 


102.6725 


7.6252 


267.3471 


72.4567 


17340 


99.5887 


241.1350 


56.3941 


924.8543 


266.7224 


10667 


99.5300 


-104.2100 


17.9208 


103.3579 


97.4672 


10396 


99.5300 


557.0700 


36.7065 


218.0900 


75.8198 


17339 


99.5300 


37.5700 


7.8964 


269.0511 


296.5241 


23162 


99.4712 


23.8625 


11.6809 


421.2251 


301.8778 


2702 


99.4712 


2222.5775 


65.7403 


814.8188 


283.1735 


19249 


99.4712 


2083.5700 


257.6838 


479.3686 


- 216.9405 


4883 


99.4712 


1102.4000 


173.3207 


277.4060 


113.7145 


3191 


99.4712 


2317.9725 


239.4131 


1026.1202 


297.2656 


19189 


99.4712 


39.2300 


13.5171 


444.7078 


307.0730 


15122 


99.4125 


133.1575 


5.2603 


266.8445 


60.8079 


11549 


99.4125 


539.7725 


8.8368 


342.8817 


77.7989 


15404 


99.4125 


894.1975 


114.5920 


120.6707 


133.1243 


22469 


99.4125 


800.5050 


51.2871 


291.6135 


130.2465 


3519 


99.4125 


4.1875 


15.7170 


491.0872 


266.7510 


8347 


99.4125 


1433.9300 


559.4427 


255.6099 


237.7935 


24119 


99.3537 


596.9750 


67.1134 


250.3303 


81.0242 


5686 


99.3537 


205.4725 


45.5102 


2159.3932 


1292.6711 


15588 


99.2949 


492.4250 


64.5372 


136.3331 


91.7687 


23824 


99.2949 


749.3700 


83.8252 


282.1444 


83.6065 


2750 


99.2949 


4126.0950 


795.9146 


1315.6750 


528.0626 


8919 


99.2949 


1165.8475 


76.6829 


585.7077 


120.1433 


24028 


99.2949 


983.0900 


150.7155 


399.1276 


125.3691 


21660 


99.2949 


325.4075 


125.0238 


1789.4427 


909.2538 


16 


99.2949 


38.9100 


22.2407 


329.9026 


130.0023 


23423 


99.2949 


499.0300 


26.3975 


234.7998 


89.3107 


16883 


99.2949 


138.6150 


13.2748 


405.6459 


142.9161 


2141 


99.2949 


146.0550 


26.9273 


425.4535 


133.4590 


23076 


99.2362 


773.4950 


100.7242 


303r7639 


84.0008 


3138 


99.2362 


524.8675 


28.2598 


211.4031 


77.3706 


17768 


99.2362 


1539.8175 


377.1585 


597.6006 


136.5156 


6057 


99.2362 


312.2575 


31.6028 


131.3275 


46.5272 


3023 


99.2362 


9.7800 


1.6818 


57.2105 


39.4703 


2433 


99.2362 


350.3400 


41.4538 


149.9695 


41 .7688 


18002 


99.2362 


306.0125 


78.7259 


1303.1528 


482.7103 


18535 


99.1774 


835.7700 


142.0840 


232.1802 


91.1171 


24375 


99.1774 


1142.8725 


104.4671 


511.7731 


151.0502 


17522 


99.1774 


1436.1525 


95.3435 


404.2032 


226.4876 


6682 


99.1187 


-0.3700 


1.0139 


51.1645 


28.6147 


22676 


99.1187 


320.8525 


17.1388 


163.3937 


48.9459 


9407 


99.1187 


27.6775 


12.7545 


462.5909 


427.4146 


iy i »o 


99.1187 


104.1300 


8.1756 


228.5600 


49.8296 


2267 


99.1187 


524.0450 


31.9154 


199.3561 


63.1539 


14697 


99.0599 


242.1625 


36.6703 


64.7691 


41.2756 


5258 


99.0599 


45.7125 


6.0899 


191.6872 


55.8202 


14051 


99.0012 


880.8400 


158.3002 


341.3118 


105.4003 


6632 


99.0012 


1167.4825 


169.0619 


496.9089 


135.4993 


22029 


99.0012 


575.2275 


125.4391 


4040.2448 


1536.0511 


22492 


99.0012 


259.2750 


22.9185 


460.8390 


81.6687 
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TABLE 5DD: INDOMETHAC1N 



Timepoint(s): 


24 hrs 


•*i v • 




Document No. 1926271.2 


GLGC ID NO. 


LDAfScore 


Mean Tox ,■ 


SD Tox ; 


Mean Nontox 


SD Nontox 


18868 


98.9424 


606.8800 


85.9892 


155.4969 


91.4550 


15403 


98.9424 


821.2775 


162.3524 


278.8046 


78.0158 


21208 


98.9424 


69.1400 


15:0950 


-1.0806 


23.3668 


3547 


98.9424 


208.5125 


11.4607 


116.4047 


33.2878 


3246 


98.9424 


357.0775 


58.3305 


102.6652 


53.9879 


2978 


98.9424 


562.8375 


79.0739 


227.6677 


52.8734 


18909 


98.9424 


42.1200 


8.0112 


366.4631 


198.2310 


3107 


98.9424 


898.1750 


| 139.8782 


446.4196 


82.6735 


14975 


98.9424 


540.9725 


137.2379 


4073.3305 


2424.0041 


4952 


98.8837 


2638.6125 


364.2734 


930.2780 


355.6940 


7436 


98.8837 


791.4100 


113.9532 


356.6442 


105.8016 


7379 


98.8837 


25.2350 


6.3830 


95.5795 


35.3714 
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TABLE SEE: INDOMETHACIN Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


3, 6 hrs 






Document No. 1 926271 ,2 


LjLtjL* ID NO. 


LDA Score 


Mean Tox : 


SD Tpx ; 


Mean Nontox 


SD Nontox 


10543 


99.2344 


24.3800 


14.4212 


-6.6322 


7.2900 


24825 


97.7032 


2106.3233 


263.3400 


842.6462 


408.3046 


16825 


96.8198 


110.1933 


20.6317 


45.5211 


24.3961 


17316 


95.6419 


94.6467 


23.1372 


35.0426 


27.7532 


17728 


94.1107 


5787.3817 


281.5390 


3978.6380 


1035.1560 


353 


94.0518 


717.8300 


82.3841 


410.8303 


247.6053 


19161 


93.9340 


3129.0483 


82.3470 


2565.7714 


670.6154 


16315 


93.8163 


20.5617 


3.2377 


6.2142 


8.9082 


17100 


93.5218 


2811.1767 


124.6943 


2109.8541 


457.3016 


16918 


93.4040 


4351.1517 


305.5557 


3013.2120 


883.4637 


22412 


93.4040 


943.3383 


114.7927 


688.7529 


452.6229 


18107 


93.3451 


909.7950 


20.3440 


791.1657 


168.4428 


19952 


93.1684 


2.2650 


6.1361 


29.2135 


23.7795 


16275 


93.0506 


5979.9517 


297.2096 


4308.9991 


1442.9995 


16381 


92.9918 


276.0017 


18.2616 


431.2981 


120.4333 


21654 


92.8740 


1304.0683 


212.5128 


852.7638 


221.4411 


1813 


92.6973 


170.0333 


39.6697 


51.6642 


64.2916 


11189 


92.6973 


124.8617 


9.4317 


88.4635 


20.9321 


21154 


92.6973 


65.3700 


6.1522 


41.6264 


16.7892 


1540 


92.6973 


39.3967 


6.9177 


97.8097 


49.3074 


4186 


92.4617 


5529.7167 


313.7911 


4097.1779 


1197.6529 


5358 


91 .8728 


41.4850 


6.5388 


93.7589 


51.1839 


1610 


91.8139 


126.8150 


31.7320 


62.3387 


30.8112 


2697 


91.7550 


3600.5100 


165.2472 


2876.2334 


619.7999 


18615 


91.6372 


2384.0483 


251.3521 


1712.0141 


371.8772 


11350 


91 .6372 


10.6467 


1.4666 


24.4535 


14.1151 


21380 


91 .5783 


323.0200 


40.6165 


202.5287 


68.0559 


12639 


91 .4605 


3743.2600 


312.3105 


2728.7545 


612.5186 


1694 


91.4605 


3420.9500 


253.5555 


2471.3516 


617.6841 


20928 


91.3428 


47.1833 


6.1546 


111.8406 


70.3876 


1867 


91.2839 


1616.1500 


71.2711 


1325.1602 


262.0566 


4441 


91 .2839 


2647.1583 


120.5208 


2085^028 


440.4377 


17105 


91.1661 


3379.1617 


558.9931 


2403.4440 


560.9624 


3027 


91.0483 


3109.7033 


165.1798 


2340.2548 


597.1547 


16401 


90.8716 


9731.1033 


724.0395 


7197.6016 


3178.1108 


18611 


90.7538 


4048.7917 


522.2197 


2799.8785 


800.0305 


809 


90.5183 


12.8067 


3.6061 


93.3238 


145.9655 


11975 


90.4594 


20.0633 


2.3415 


7.6341 


19.0391 


10305 


90.1649 


25.7933 


2.1682 


47.1931 


28.2563 


25774 


90.1649 


10.1200 


3.5607 


28.1311 


14.6310 


16942 


90.0471 


1276.7833 


30.2769 


1195.7805 


243.0254 


15735 


89.9882 


58.8833 


9.2766 


103.9531 


35.5529 


798 


89.9293 


77.7367 


12.7522 


52.4702 


22.5619 


16929 


89.9293 


2547.6850 


219.4385 


1976.1322 


398.1845 


4213 


89.9293 


9874.8083 


954.5959 


6707.2585 


2582.9874 


16039 


89.7527 


993.9867 


86.4770 


712.0597 


206.2687 


17211 


89.6938 


3932.4333 


445.8944 


2681.9398 


841.3591 


238 


89.6938 


258.9633 


11.3256 


327.4939 


87.2265 


20812 


89.3993 


4149.5417 


495.7116 


2964.9498 


735.2147 


5317 


89.3404 


583.7200 


37.8045 


693.5554 


480.0953 


14981 


89.2815 


8894.7083 


1683.9675 


5405.0387 


2268.2013 


5667 


89.2226 


2238.0933 


135.5298 


1847.4786 


352.2519 
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TABLE SEE: INDOMETHACIN • Attorney; Docket No. 44921 -511 :3WO 



Timepoint(s): 


3, 6 hrs 


: • •• 




Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


25808 


89.2226 


96.1400 


24.0058 


68.3337 


80.8573 


13973 


89.1637 


18.4917 


6.1961 


57.8494 


32.4703 


1928 


89.0459 


73.4400 


13.1645 


125.9314 


39.9750 


19421 


. 88.9870 


6723.2400 


1273.4134 


4432.4977 


1604.2763 


22413 


88.9282 


552.2333 


64.9133 


465.9755 


283.8107 


1973 


88.8693 


182.3300 


17.4177 


264.4734 


- 76.0289 


16132 


88.8693 


6458.8083 


526.2780 


5049.2796 


1800.8586 


19694 


88.8104 


8.3083 


5.0799 


23.5972 


10.6688 


18122 


88.8104 


65.0233 


9.8846 


44.0133 


35.2179 


21917 


88.6337 


13.6833 


2.6667 


27.0752 


12.1714 


16871 


88.4570 


6.8283 


4.7077 


23.3336 


13.3454 


18582 


88.4570 


119.1233 


10.3595 


169.6300 


58.8148 


14959 


88.3981 


2165.1567 


234.8589 


1628.5056 


409.2306 


10109 


88.3981 


4024.0317 


425.9288 


3026.1301 


695.7214 


17549 


88.3392 


985.3550 


31.0833 


867.2478 


164.0544 


17787 


88.2803 


2084.9650 


236.9322 


1633.6004 


504.0643 


21400 


88.2803 


181.8600 


36.1691 


348.6872 


150.1303 


16938 


88.2214 


3956.6883 


383.2469 


3012.3976 


687.4951 


23883 


88.1037 


52.5933 


12.0384 


166.6202 


118.6147 


517 


88.1037 


140.3967 


9.3654 


163.5929 


84.7540 


16956 


88.1037 


424.6100 


16.5362 


460.3850 


106.7428 


4185 


88.1037 


6669.2983 


627.6036 


4835.6217 


1745.6294 


16982 


88.0742 


L 4869.1517 


1469.6829 


1602.9005 


938.8693 


23274 


88.0448 


1039.2450 


23.0436 


948.4271 


182.3544 


15612 


87.9270 


101.0483 


10.6896 


236.3170 


195.2092 


15137 


87.7503 


1101.4717 


102.8059 


1542.3185 


343.4252 


17112 


87.6914 


10532.7267 


1665.8448 


7162.7296 


| 2589.0751 


18628 


87.6914 


3742.0533 


396.6643 


2823.9894 


651 .6874 


16963 


87.6325 


9032.4733 


1481.4070 


6136.6555 


2563.1590 


18640 


87.6325 


121.9233 


16.2214 


171.3842 


37.3440 


17111 


87.5147 


10187.2350 


1395.9656 


6851.1265 


2725.9975 


2465 


87.5147 


5.7000 


4.0993 


24r1085 


15.5090 


804 


87.4853 


1886.6583 


291.8008 


988.6440 


371.1965 


20467 


87.4558 


41.5667 


12.2795 


11.8728 


20.6279 


25511 


87.4558 


39.8683 


8.3392 


22.4326 


23.5929 


20811 


87.3969 


5179.4483 


900.9748 


3692.6774 


1147.1936 


2696 


87.3969 


2192.5000 


285.7628 


1601.2932 


460.5565 


19109 


87.3969 


.114.6217 


10.2731 


172.8636 


58.6449 


16123 


87.2203 


68.5533 


20.0110 


254.7184 


222.1148 


1541 


87.2203 


19.6200 


4.8586 


44.5224 


23.8212 


21843 


87.2203 


99.1950 


6.8644 


125.2638 


35.3734 


15653 


86.9847 


2983.7583 


348.8977 


2358.4940 


488.9654 


1475 


86.9258 


62.5033 


15.9571 


290.8709 


324.5207 


23070 


86.9258 


316.5383 


48.3709 


239.3569 


58.2875 


14751 


86.9258 


58.5500 


9.1784 


39.5591 


16.7970 


15875 


86.9258 


3454.1017 


353.4437 


2580.2155 


693.0522 


21643 


86.8080 


2997.1200 


347.4320 


2294.7308 


623.4944 


17908 


86.7197 


1064.4783 


429.2395 


445.8285 


265.7494 


13634 


97.7621 


5363.5417 


222.6323 


2850.8978 


1032.6332 


14051 


97.7621 


705.6150 


130.7731 


341.2791 


107.5048 


9808 


96.2309 


163.4100 


13.7140 


84.5596 


37.6219 


21510 


96.1720 


1324.6617 


324.5198 


627.4807 


217.1705 
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TABLE SEE: 


INDOMETHACIN 


Attorney Docket No. 44921 -51 1 3WO 


Timepbiht(s): 3, 6 hrs > 






Document No. 1926271 .2 


GLGC ID NO 


L.LJ/-\ OOUf fc? 


M©3n Tox 


oU I OX 


Mean Nontox ' 


oU iMontox 


22581 


96.1 131 


127.7567 


38.3997 


17.7075 


49.0309 


4190 


94.9352 


172.6517 


14.7281 


102.7109 


40.2959 


891 7 


94.8763 


138.9933 


23.3870 


53.5015 


44.1104 


12794 


94.8763 


834.4917 


26.3139 


594.2381 


163.3441 


1141 1 


94.7585 


621.2783 


84.0663 


412.9537 


88.6290 


16501 


94.6408 


34.5900 


10.3791 


100.2185 


39.8545 


24375 


94.5819 


819.0883 


73.0732 


512.5746 


155.1996 


13507 


94.5819 


472.1017 


69 ? 2651 


284.6275 


79.001 1 


2958 


94.3463 


480.9467 


93.9148 


234.4485 


111.4784 


6382 


93.9340 


598.7967 


54.5069 


329.5110 


169.2354 


22876 


93.6985 


170.7767 


18.4599 


104.3305 


35.5639 


4952 


93.6985 


1675.1333 


289.9962 


933.0627 


369.6254 


14352 


93.6396 


509.9917 


23.2710 


404.9785 


77.4087 


2788 


93.2862 


446.3167 


73.8269 


254.6656 


88.6863 


10820 


93.2862 


5335.5333 


327.8053 


3806.7636 


917.1116 


1923 


93.0506 


649.2650 


97.9943 


346.2076 


157.8775 


8164 


93.0506 


181.7300 


42.3964 


106.9581 


42.5462 


21838 


92.9329 


490.0650 


79.2046 


298.3442 


90.7654 


10281 


92.7562 


0.6867 


22.1241 


200.0244 


167.1235 


19344 


92.5795 


193.4000 


8.0742 


291.6941 


102.5424 


18641 


92.5206 


227.7217 


9.2580 


327.9687 


102.4483 


2388 


92.461 7 


4801.2517 


418.4236 


3121.3732 


956.1541 


7289 


92.4028 


-4.4967 


5.2330 


28.3656 


30.6388 


6223 


92.3439 


18.1783 


7.0157 


41.9214 


16.5867 


8665 


92.2850 


167.0983 


23.9732 


517.1451 


411.6194 


18838 


92.2850 


110.2900 


3.7228 


92.5480 


31.0644 


7142 


92.2261 


650.7967 


122.9873 


364.4096 


133.8193 


3260 


92.1673 


73.3133 


24.4677 


201.1012 


97.1035 


11507 


92.1084 


1269.2533 


53.5282 


1010.3462 


180.1297 


14879 


92.0495 


75.7183 


9.8547 


138.2863 


46.6705 


24373 


91.9906 


354.2500 


73.5639 


206.9843 


73.8334 


21816 


91.9317 


1782.1867 


89.7420 


1352J3481 


336.6435 


7243 


91.8139 


199.3700 


21.3942 


134.6220 


40.1926 


12766 


91 .7550 


163.6733 


57.6963 


370.2901 


133.2472 


3798 


91.6372 


144.4733 


29.9517 


311.4275 


135.3080 


19452 


91.6372 


253.2433 


30.8592 


153.3418 


115.2311 


5937 


91.5783 


544.6050 


70.1994 


372.3010 


99.3150 


17664 


91.5783 


1023.5433 


140.3720 


703.1680 


175.5302 


19927 


91.5783 


6763.3200 


849.1312 


3872.5569 


2297.7424 


at a f\r\ 

17190 


91.5194 


382.7833 


24.5750 


517.4024 


106.5697 


A A O A O 

14243 


91.5194 


43.0550 


7.4302 


89.3135 


35.8939 


nneoc 
ZUuOO 


C\A OOOrt 

91.2839 


-9.2850 


6.4931 


21.1134 


27.7551 


15196 


91 2250 


1 38.8350 


1 1 .2089 


Q** 07CO 


OA OA A A 


320 


91.1661 




1 OQ7A 


2367.1015 


533.8159 


5255 


91.1661 


411.1600 


82.4481 


207.3157 


102.7573 


2108 


91.0483 


65.5983 


26.4561 


148.4754 


51.0656 


10998 


90.9894 


47.9517 


9.5149 


85.1140 


24.6336 


21747 


90.9894 


452.7800 


25.3157 


577.6032 


118.2991 


3720 


90.9894 


359.6100 


31.3469 


275.3491 


62.7340 


13317 


90.7538 


284.0150 


36.1864 


186.4690 


56.1166 


14670 


90.7538 


5826.5850 


531.8751 


3851.2828 


1153.9273 


18900 


90.4594 


2769.7067 


290.8992 


1851.2257 


522.2700 
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TABLE 5EE: INDOMETHACIN Attorney Docket No. 44921 -511 3WO 
timepdint(s): 3, 6 hrs ■ Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


MeanTox, 


SDTox 


Mean Npntox 


SD Nontpx 


8025 


90.4594 


991.1450 


57.7803 


704.1607 


246.8090 


350 


90.4005 


497.5983 


42.6445 


687.0801 


155.2894 


14406 


90.4005 


88.0667 


14.6838 


50.9663 


26.1752 


22084 


90.3416 


76.8350 


5.8521 


111.5113 


34.6042 


18115 


90.1649 


26.7517 


8.0676 


105.7596 


77.0453 


12033 


90.1649 


174.0033 


11.9393 


246.9847 


61.5871 
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Table 5FF: Inducer Liver, Enlargement 


Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


Various v 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


13348 


77.3371 


56.1007 


19.7632 


34.9341 


25.5757 


15291 


75.9161 


. 180.3362 


51.4163 


130.9505 


72.5057 


15411 


75.9004 


67.8815 


29.9454 


136.8866 


84.3633 


16249 


75.8202 


100.6368 


54.3983 


69.3591 


64.8830 


18686 


75.3895 


229.3079 


105.1214 


577.4128 


488.7145 


26051 


75.0509 


22.0742 


9.4974 


35.8596 


17.2631 


12348 


73.9039 


310.2187 


60.5749 


257.1916 


66.5750 


18687 


73.5339 


258.1389 


77.1124 


536.5579 


435.1013 


25047 


72.6903 


39.5720 


11.9397 


29.5571 


13.8761 


21238 


72.1187 


156.5895 


53.7086 


104.3031 


73.4338 


4407 


72.1148 


303.6367 


110.8826 


170.7567 


90.1733 


17227 


71.7644 


1043.0540 


155.4137 


1284.8668 


341.4977 


22413 


71.6587 


594.2750 


208.9158 


461.7768 


284.3352 


19712 


71.6430 


14.7125 


9.4243 


28.9455 


16.9190 


11973 


71.6391 


63.9008 


23.4195 


40.1428 


19.4939 


322 


71.5882 


273.2246 


155.6002 


164.7277 


179.2547 


18362 


71.4610 


44.4851 


13.9953 


64.5248 


23.9039 


18468 


71.3299 


102.8783 


34.9663 


65.9981 


47.7991 


22813 


71.1889 


74.6475 


30.7726 


48.9929 


32.0397 


22412 


71.1380 


883.6835 


318.6074 


683.2731 


454.4025 


16982 


71.1224 


2139.4857 


707.7157 


1606.4968 


984.9039 


16085 


71.0871 


121.4498 


36.2186 


96.3934 


51 .4368 


25799 


70.8092 


266.7109 


84.8578 


211.0730 


142.5992 


I 24658 


70.6272 


39.9037 


12.6599 


30.1120 


15.4474 


1453 


70.6213 


48.6338 


13.0742 


62.1430 


42.8791 


1977 


70.6115 


190.7254 


62.9339 


291.3452 


131.8458 


5655 


70.5410 


37.5187 


18.7261 


22.4854 


21.3157 


15995 


70.4510 


385.8373 


190.7988 


226.6805 


170.3337 


5297 


70.4001 


76.3587 


27.9825 


46.7762 


27.7690 


20509 


| 70.3942 


78.3129 


13.4326 


71.1884 


27.0286 


1063 


70.1730 


96.5502 


44.9813 


54.3967 


36.4390 


4739 


| 70.1163 


90.7829 


26.2185 


113^265 


29.1028 


17586 


70.0869 


199.3536 


51.3932 


156.7442 


43.7736 


15579 


70.0752 


250.8660 


243.8336 


609.3461 


508.0160 


20597 


70.0301 


1180.6380 


189.3158 


994.3915 


296.3209 


17226 


70.0047 


686.3449 


127.6701 


850.3682 


250.0062 


23129 


70.0008 


62.3583 


19.9830 


41 .5425 


20.2028 


19727 


69.8931 


2312.6521 


331.1082 


2651.0391 


592.3776 


18494 


69.8579 


145.2624 


31.4788 


128.2460 


49.7060 


43 


69.8324 


120.9760 


36.9594 


170.0101 


83.2442 


10248 


69.8285 


36.9076 


19.4179 


22.4998 


22.5538 


25608 


69.8285 


71.2978 


29.1753 


49.4122 


34.7829 


22916 


69.8285 


479.1869 


125.3762 


361.2016 


127.9370 


1764 


69.7267 


202.8437 


42.8990 


170.5455 


54.1801 


I 20944 


69.7267 


1373.7014 


192.4485 


1250.9611 


. 275.9236 


21882 


69.7267 


557.3504 


102.7223 


688.0792 


180.4701 


2070 


69.7228 


143.5868 


45.8673 


103.7961 


43.3644 


19103 


. 69.6759 


60.7387 


27.7676 


112.9615 


69.4443 


1531 


69.5897 


56.1672 


40.6003 


147.8179 


132.3351 


16155 


69.4233 


112.2564 


35.7576 


96.2407 


55.8818 


1255 


69.4194 


44.3367 


31.8818 


18.1485 


26.8093 


14694 


69.3372 


1834.7539 


406.1874 


2180.6492 


552.2725 
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Table 5FF: inducer Liver Enlargement 


Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): Various ';: 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox .' 


SDTox 


Mean Nontox 


SD Nontox 


20849 


69.2765 


582.3709 


88.5306 


519.0045 


142.6416 


10305 


69.2374 


70.3324 


32.8308 


46.1667 


27.6681 


4524 


69.0240 


87.1190 


21.7353 


70.8006 


31.0214 


15545 


69.0142 


21.2825 


9.3107 


16.0410 


11.0901 


14332 


68.8929 


102.1133 


44.9267 


84.0863 


51.4061 


6963 


68.8420 


474.1156 


80.1191 


402.1738 


109.9758 


7395 


68.8166 


642.0439 


148.4427 


773.8930 


199.5821 


20493 


68.6952 


74.8464 


23.7539 


110.2341 


47.0251 


25531 


68.6600 


28.2719 


7.6129 


21.8505 


10.7845 


23282 


68.6149 


491 .5175 


90.5316 


432.1111 


93.7205 


15265 


68.5347 


533.8075 


161.2220 


488.6354 


113.8165 


15409 


68.4975 


123.4252 


49.4666 


204.2404 


127.6320 


20426 


68.4779 


149.6585 


32.2722 


127.6747 


40.9276 


17958 


68.4740 


96.5777 


53.2780 


64.7777 


44.7599 


23302 


68.4740 


110.3512 


45.2313 


80.4504 


39.0039 


15580 


68.3918 


483.9744 


320.4002 


967.8970 


603.6172 


4234 


68.3566 


820.1767 


117.1995 


724.2143 


172.8685 


21729 


68.3409 


233.4187 


93.2829 


461.0103 


373.2648 


18381 


68.3370 


50.9194 


16.0820 


37.6543 


16.0971 


1466 


68.3213 


1569.9011 


414.9407 


1250.5822 


630.9345 


672 


68.3174 


31.3718 


28.7630 


20.6111 


24.3721 


17421 


68.2606 


157.4791 


41 .4077 


210.2173 


59.7426 


14997 


68.2567 


514.7473 


299.0396 


465.4704 


212.6295 


20957 


68.2254 


118.3284 


48.5463 


145.8628 


45.9630 


21063 


68.2098 


33.5693 


6.6437 


28.1946 


11.4075 


17541 


68.1491 


2145.3666 


526.6878 


2973.7481 


1080.1001 


21849 


68.1236 


72.0586 


32.8786 


109.3342 


60.9450 


23249 


68.1099 


94.1877 


48.8957 


67.9199 


43.7112 


818 


67.9768 


1731.0612 


789.7770 


2917.9189 


1780.1634 


21941 


67.9768 


227.8179 


40.5259 


276.4243 


77.4909 


15292 


67.9573 


270.1595 


45.0795 


234.0548 


74.6038 


i 14928 


67.9416 


1132.3629 


175.8735 


1315t5746 


258.7202 


14353 


67.8966 


112.5906 


22.4866 


95.0016 


35.1337 


20915 


67.8300 


205.7333 


97.6321 


422.4928 


342.6298 


15182 


67.8202 


219.2893 


45.9693 


261.7592 


75.6182 


15927 


67.7850 


43.4862 


12.6658 


61.1917 


23.1835 


15996 


67.7811 


362.1020 


163.2909 


243.1424 


153.0433 


17564 


67.7596 


. 326.2950 


70.9832 


398.4094 


101.8717 


20243 


67.7498 


135.7471 


28.0424 


116.3105 


36.7717 


25483 


67.7498 


36.0595 


7.4022 


29.4978 


9.7365 


18770 


67.7341 


787.1463 


98.9568 


817.6303 


201.2717 


21090 


67.6989 


78.5215 


25.5253 


110.0381 


49.5826 


338 


67.6754 


32.0057 


42.7460 


-0.5299 


35.9089 


4541 


67.6636 


218.2407 


68.6198 


276.3739 


89.0275 


25605 


67.6441 


45.8828 


16.3492 


34.8375 


17.2896 


11956 


67.6030 


1295.3297 


274.5209 


1591.4034 


406.7798 


25719 


67.6030 


2386.1639 


319.7131 


2778.1065 


614.5672 


4224 


67.5932 


365.8112 


65.6803 


318.4252 


103.1652 


6252 


76.1236 


567.1340 


120.1918 


421.7183 


149.5285 


14763 


75.9611. 


143.9174 


127.4739 


569.2141 


566.6156 


6165 


75.5422 


423.6922 


134.4659 


317.1905 


131.4511 


18522 


75.4404 


162.6187 


34.8217 


223.9357 


62.7990 
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Table 5FF: Inducer Liver Enlargement " Attorney Docket No. 44921 -51 13WO 



Timepoint(s): 


Various 






, Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


23584 


75.3191 


10.4295 


25.3364 


63.3896 


56.7429 


18096 


75.0313 


55.2966 


21.3404 


36.9849 


24.1760 


13563 


74.3736 


324.0982 


97.1325 


469.8289 


149.9044 


23499 


74.3482 


85.0474 


26.8445 


128.8031 


50.9022 


23184 


74.1818 


174.1454 


40.7951 


132.1746 


49.4218 


2911 


74.0448 


150.5585 


60.8574 


289.7925 


180.2599 


3365 


73.6455 


65.9130 


45.3407 


136.5436 


73.7037 


7199 


73.2560 


270.8130 


79.0348 


407.0139 


165.9699 


12096 


73.1855 


159.0664 


40.5937 


121.5344 


58.3004 


16989 


73.1855 


390.7460 


93.0590 


484.7738 


110.7234 


2768 


73.1248 


556.8278 


243.0606 


956.7324 


413.0317 


5494 


73.0896 


185.7107 


49.2461 


141.2537 


68.8392 


22416 


73.0132 


37.5362 


20.3151 


101.1657 


97.5376 


7913 


72.9682 


278.3544 


77.2099 


205.6779 


97.9994 


22558 


72.9526 


277.2611 


135.3227 


556.9096 


313.3986 


22415 


72.8116 


2804.8320 


916.3613 


2106.9886 


1263.2985 


15085 


72.7705 


755.9309 


136.9326 


1026.3972 


339.8806 


3963 


72.4632 


322.0818 


100.7646 


239.8735 


97.7946 


7310 


72.3360 


552.8986 


165.2240 


768.0045 


240.7791 


24386 


72.3203 


165.2544 


21.1365 


153.0984 


40.8497 


2691 


72.1285 


386.3193 


67.1723 


330.2897 


99.4576 


21993 


72.1089 


386.8642 


98.2619 


288.2825 


125.4992 


16703 


72.0776 


275.7302 


49.9746 


411.5062 


217.1560 


3924 


72.0776 


161.7287 


49.4438 


217.7177 


91.7048 


22542 


71.8956 


I 1479.1973 


181.1793 


1770.8507 


414.6681 


5602 


71 .8349 


33.2478 


28.4030 


122.4479 


156.2744 


14501 


71.7546 


57.7538 


16.7238 


39.7193 


21.2871 


18659 


71.5178 


215.7451 


75.4203 


136.9710 


66.5420 


3487 


71.3201 


39.4568 


34.2752 


6.8063 


35.1896 


7745 


71.3201 


354.8808 


104.1573 


276.9847 


136.5046 


16701 


71.2888 


522.8651 


109.0657 


791.0215 


386.5636 


14393 


71.2888 


168.0008 


18.9072 


1607665 


43.2984 


7147 


71 .2692 


840.0680 


213.7877 


1062.1016 


253.5514 


11416 


71.2437 


144.5078 


37.3508 


181.9726 


47.6173 


4587 


71.1987 


1241.7289 


299.8607 


996.9830 


306.5197 


! 18413 


71.1420 


171.9747 


29.5225 


161.5461 


59.4391 


21581 


71.0969 


2285.4891 


346.9150 


2810.3135 


632.2322 


3917 


71 .0363 


478.1307 


233.6233 


883.9168 


520.7576 


22414 


70.8797 


401.8120 


80.2689 


384.7359 


206.1217 


23700 


70.8640 


561.4910 


177.5897 


944.9332 


530.0280 


8815 


70.8190 


743.7311 


133.2296 


890.5131 


195.0983 


18800 


70.8092 


321.7784 


111.8215 


258.2904 


189.6780 


26114 


70.7485 


114.9126 


62,6190 


62.1365 


79.0575 


18826 


70.6115 


2216.6520 


606.8805 


1815.2425 


933.4582 


2431 


70.5763 


1343.1627 


244.9309 


1577.5029 


304.8693 


6188 


70.5508 


126.5444 


43.8432 


185.8759 


74.7834 


22768 


70.4764 


199.9241 


81.8792 


143.8164 


55.7454 


11819 


70.4647 


67.2348 


' 22.5598 


52.6513 


33.4273 


11719 


70.4001 


47.6029 


21.8458 


31.0154 


21.9630 


9712 


70.3903 


74.0876 


57.6905 


85.5450 


42.3819 


3860 


70.3688 


207.0138 


] 74.1902 


315.0073 


134.5876 


22677 


70.3238 


617.1937 


153.9140 


443.4916 


188.5757 



ISDOCID: <WO 03D65993A2J_> 



WO 03/065993 



PCT/US03/03482 



796 



Table 5FF: Inducer Liver Enlargement .{Attorney Docket No. 44921-5113WO 
fimepoint(s): Various '-5'-'. Document No. 1926271.2 


GLGC ID NO: 


LDA Score 


Mean Tox , 


SD Tox 


Mean Nontox 


SD Nontox ; & 


2374 


70.3081 


40.2034 


20.6523 


66.0946 


31.4207 


4291 


70.2826 


17.2137 


8.4108 


26.5355 


14.0498 


22540 


70.2220 


656.7586 


150.7826 


832.1162 


266.6403 


16389 


70.1769 


93.8938 


38.4044 


66.1444 


39.2163 


11489 


70.0712 


54.0887 


30.6415 


63.3681 


24.9236 


22332 


70.0556 


34.5858 


16.4050 


50.6956 


21 .8495 


11233 


70.0262 


372.6505 


170.1312 


271.6053 


129.6800 
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TABLE 5GG: INFLAMMATION ' r Attorney Docket No. 44921 -51 13WO 



Timepoint(s): 


Various ■ 




: . 


Document No. 1926271 .2 


GLGC ID NO. 


LD A Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


22890 


99.0610 


62.9833 


0.1893 


59.3822 


33.2336 


15468 


98.5329 


2534.1833 


26.2300 


1919.2331 


434.8911 


19319 


98.0047 


257.3100 


5.7855 


153.4800 


52.7564 


6595 


97.7700 


119.9367 


1.3282 


153.7211 


51.7649 


20487 


97.7113 


36.4367 


1.6684 


. 4.9140 


19.2783 


15401 


97.7113 


109.4467 


1.1547 


83.0246 


34.7256 


21538 


97.5352 


74.2767 


1.2136 


101.5142 


30.1713 


18208 


97.3592 


17.4800 


0.5308 


28.8671 


41.5460 


16895 


97.2418 


141.2167 


5.2040 


265.6163 


167.5836 


19392 


97.0657 


2971.1300 


335.2112 


1962.0771 


332.6310 


17508 


96.7136 


50.4667 


0.5052 


55.9608 


19.7124 


13856 


96.6549 


83.1100 


1.1911 


68.8688 


20.2977 


1454 


96.5962 


106.6833 


1.8105 


111.1379 


69.9320 


18716 


96.4202 


51.5900 


0.7758 


64.6004 


24.2558 


17886 


96.4202 


458.5833 


12.5669 


652.2928 


140.0482 


15387 


96.3615 


1392.2433 


28.8522 


1087.7323 


285.5557 


23987 


96.1854 


L_ 60.9033 


1.2486 


85.4225 


31.2602 


15703 


96.1854 


0.5100 


3.5404 


27.6249 


16.6232 


11865 


96.1268 


19.2700 


1.2650 


50.3155 


29.0210 


407 


96.1268 


19.3400 


0.2364 


25.6925 


8.0069 


21012 


96.1268 


672.7700 


21.9655 


1219.9637 


631.0007 


6107 


96.0681 


689.3533 


13.8908 


545.4477 


217.3588 


17563 


95.9507 


4044.6000 


170.1909 


2820.1337 


637.2251 


1680 


95.9507 


3.1400 


1.8357 


23.1431 


15.4067 


19393 


95.8920 


1483.2233 


242.7832 


L 890.3457 


189.1350 


18389 


95.8920 


-31.6467 


13.7413 


34.4476 


32.8588 


12118 


95.8333 


69.5833 


1.8196 


121.4279 


71.6547 


20984 


95.7160 


71.6300 


2.4134 


149.7884 


147.8554 


265 


95.7160 


16.1400 


0.3659 


20.9205 


12.6513 


15372 


95.5986 


513.0200 


5.4015 


428.5034 


96.7768 


1610 


95.5399 


81.3200 


1.5223 


62.7260 


31.3015 


11892 


95.4812 


30.1700 


0.8762 


53^860 


26.2760 


248 


95.4812 


40.2700 


4.7706 


20.2522 


12.7292 


17174 


95.4225 


124.7833 


6.8264 


85.9962 


45.7678 


21846 


95.3638 


18.9400 


1.5980 


40.8608 


32.1534 


25030 


95.3638 


62.2700 


13.8459 


33.4323 


142.6617 


4507 


95.3052 


. 46.1467 


2.2073 


30.6886 


21.4853 


904 


95.2465 


83.1733 


18.6301 


49.0633 


12.9564 


20627 


95.1878 


52.8633 


1.9771 


310.3007 


451 .2757 


16108 


95.1878 


136.7667 


1.0987 


131.0689 


27.2183 


17060 


95.1878 


49.6067 


1.9740 


55.4973 


43.5530 


18746 


95.1291 


29.5167 


1 .3858 


61.2115 


33.9797 


11907 


95.0704 


23.2367 


0.5108 


22.5137 


47.4247 


23226 


95.0704 


18.4667 


5.3541 


57.3559 


24.4433 


7148 


95.0117 


122.0133 


1.4230 


124.8553 


35.4678 


25642 


95.0117 


24.7833 


2.9848 


11.2757 


6.9901 


22424 


95.0117 


19.9533 


1.1423 


32.9115 


17.0120 


18001 


94.9531 


192.2033 


15.2611 


357.8858 


125.0898 


14928 


94.9531 


1603.0667 


40.9748 


1307.8961 


258.2491 


20826 


94.8944 


178.8333 


4.4011 


177.4929 


65.7819 


18541 


94.8944 


3018.3433 


76.0800 


2500.6136 


558.6709 


17805 


94.8357 


260.8433 


51.1361 


657.8627 


270.9862 
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Tiriiepoint(s): 


Various 






Document No. 1 926271 .2 


GLGG ID NO. 


LDA Score 


MeariTbx 


SD Tox 


Mean Nontox 


SD Nontox 


24423 


94.7770 


14.0700 


5.2388 


59.9118 


32.4484 


20075 


94.6596 


25.4833 


5.8606 


8.5284 


7.9867 


7864 


94.6009 


1260.3767 


13.2421 


1389.3680 


213.5595 


16853 


94.5423 


126.6767 


34.0770 


72.8511 


21.0492 


19268 


94.5423 


2618.1133 


69.0329 


2094.2899 


572.2317 


20716 


94.4836 


347.4133 


20.0898 


523.0024 


182.1989 


21146 


94.3662 


20.3467 


2.5129 


9.6721 


6.6313 


4185 


94.3662 


5567.8867 


217.9663 


4845.9565 


1749.3975 


25149 


94.3075 


26.6867 


0.7508 


29.2073 


14.0724 


20129 


94.3075 


53.5467 


2.6045 


36.0082 


13.8776 


13715 


94.2488 


21.4867 


1.4236 


4.1912 


14.5136 


6891 


94.2488 


581.0000 


10.8778 


619.6318 


168.3834 


17649 


94.1901 


16.2467 


0.8552 


29.6281 


17.7553 


17900 


94.1901 


412.0667 


4.8942 


879.5418 


74.9409 


15141 


94.1901 


166.6767 


8.8226 


245.7835 


56.8273 


11350 


94.1315 


3.6367 


2.7415 


24.4296 


14.0835 


382 


94.0141 


2.2467 


4.4453 


43.9506 


43.4341 


2143 


93.9554 


544.6500 


35.4330 


400.7126 


83.0949 


20426 


93.9554 


116.0000 


2.5139 


128.5157 


40.9032 


866 


93.9554 


134.9967 


3.4537 


153.3918 


51.8187 


21801 


93.8380 


191.6767 


15.4484 


123.6261 


34.0362 


17567 


93.8380 


3525.4800 


123.2339 


2651.1500 


680.0792 


16854 


93.7793 


319.1133 


57.9018 


219.6170 


48.0453 


16954 


93.7793 


370.9233 


83.2084 


146.8564 


103.1233 


15201 


93.7793 


5815.3133 


477.6845 


3894.4377 


1046.7459 


4367 


93.7793 


204.9267 


8.9437 


141.6465 


40.6253 


12028 


93.7793 


49.4700 


1.1755 


46.6192 


16.3143 


16227 


93.7207 


70.0967 


2.3502 


101.8044 


39.4352 


20695 


93.7207 


-6.0133 


3.7412 


20.6149 


I 20.3327 


18620 


93.7207 


2404.8433 


90.1524 


1932.3292 


397.3328 


18819 


93.7207 


-2.8767 


5.7836 


32.8421 


i 25.3108 


17304 


93.6620 


31,8733 


2.1652 


63r3074 


37.3465 


15852 


93.6033 


29.7967 


54.8746 


43.3783 


24.3296 


18606 


93.6033 


3219.5033 


260.8873 


2178.2932 


573.9259 


20945 


93.6033 


2433.2167 


79.4629 


1945.7740 


458.7310 


11745 


93.6033 


141.8400 


7.0045 


158.1448 


54.9707 


3562 


93.6033 


27.9300 


3.0350 


15.2644 


1 1 .6695 


18859 


93.5446 


10.2900 


2.8451 


31.1420 


17.1224 


2576 


93.4859 


74.1533 


10.3196 


31.9732 


29.2644 


19073 


93.4859 


549.4733 


13.3865 


461.9069 


101.6744 


19244 


93.4272 


4182.0933 


229.5170 


3021.4368 


759.7564 


16918 


93.3685 


4869.0933 


777.2367 


3016.0994 


881 .6780 


15875 


93.3099 


3896.4733 


394.7816 


2581.7349 


691 .5708 


15652 


93.3099 


3989.0633 


185.0531 


3098.3777 


572.9614 


18628 


93.3099 


3756.7067 


159.9940 


2827.1704 


653.3981 


17533 


93.2512 


33.0200 


5.0851 


99.5282 


70.9172 


20309 


93.2512 


34.9267 


0.9880 


42.2956 


19.0703 


17142 


93.2512 


842.4767 


26.1264 


759.9782 


310.9947 


7211 


99.7066 


24.3233 


0.4735 


-5.5183 


13.2906 


14518 


99.7066 


538.5400 


2.0528 


268.7477 


151.2513 


23747 


99.5305 


; 85.3833 


0.5742 


18.8980 


55.7292 


16484 


99.354E 


> 58.81 OC 


2.480C 


142.7366 


42.6873 
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TABLE 5GG: INFLAMMATION 
Timepoint(s): Various 
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GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


MeanNontox 


SD Nontox 


23504 


99.3545 


829.5800 


10.2110 


541.9403 


142.7596 


21563 


99.2371 


161.0300 


0.6991 


232.8309 


49.4632 


4896 


99.0023 


933.4233 


4.2383 


1234.8624 


238.3889 


8616 


98.8850 


3.3533 


0.4907 


24.1509 


14.6335 


26058 


98.7676 


140.7667 


2.3691 


70.1809 


71.2447 


4077 


98.5915 


1.6400 


1.7722 


41.7971 


26.481 1 


11928 


98.5915 


33.2433 


0.8376 


1.4806 


37.2959 


6207 


98.4742 


360.6367 


1.8054 


319.9769 


84.1822 


3613 


98.4155 


25.1500 


0.7662 


-16.5326 


34.3566 


10173 


98.2981 


106.3033 


3.5247 


63.8721 


20.1758 


22368 


98.2981 


459.7200 


18.2593 


881.4000 


299.1864 


8219 


98.2394 


-9.5133 


0.9949 


29.4157 


32.4008 


14313 


98.1808 


25.4500 


0.9052 


29.8080 


44.1420 


6446 


98.0634 


162.8033 


1.5253 


150.3929 


67.1448 


5346 


98.0634 


162.5967 


0.9652 


131.8170 


40.9038 


I 22254 


98.0634 


31.2167 


1.1402 


65.9781 


33.3147 


8720 


98.0047 


47.5833 


1.1232 


88.6013 


38.8806 


6526 


97.9460 


656:7200 


5.7857 


510.1745 


100.3921 


10842 


97.9460 


31.9600 


6.3793 


4.6294 


10.9717 


5433 


97.9460 


36.7000 


2.3091 


87.8460 


50.8050 


16187 


97.8873 


230.5233 


2.9827 


251.3711 


102.9532 


18659 


97.8873 


82.1200 


1.2619 


140.0303 


68.4744 


24174 


97.7700 


10.8100 


0.9457 


36.3313 


21.3655 


2140 


97.7113 


6.7500 


1.1101 


51.6127 


64.3148 


22656 


97.7113 


161.5300 


3.0362 


94.2208 


56.2978 


3054 


97.7113 


97.7700 


3.0694 


53.8884 


30.0460 


2044 


97.6526 


220.7733 


2.2076 


272.8567 


54.4099 


4747 


97.6526 


47.0100 


2.3012 


99.1815 


41.0463 


22748 


97.6526 


84.0000 


1.1107 


106.0991 


22.9850 


! 19127 


97.4765 


247.7700 


1.7206 


306.2968 


90.3996 


22130 


97.3592 


14.3800 


1.0411 


42.2758 


26.3817 


21260 


97.3005 


191.8767 


7.1515 


309,0015 


124.2285 


6946 


97.3005 


138.4533 


4.7174 


247.5709 


72.7852 


23750 


97.3005 


15.2533 


2.8572 


65.0670 


39.7598 


8717 


97.2418 


1016.1067 


7.6671 


982.1344 


301.8535 


17955 


97.2418 


237.7867 


2.5193 


251.2719 


95.7317 


6972 


97.2418 


12.6600 


0.5429 


25.8890 


13.7536 


13674 


97.2418 


42.6800 


0.3816 


52.6485 


23.4672 


11031 


97.1244 


37.1267 


. 1.2689 


13,8928 


19.3790 


23104 


97.1244 


-10.3967 


3.4685 


38.0930 


41.3523 


11659 


97.1244 


60.5633 


2.9037 


22.1559 


36.6782 


18574 


97.1244 


295.9533 


1.3518 


278.7570 


52.1432 


/OOOD 


97.1244 


AAA O^OO 

414.8733 


5.9494 


594.2249 


187.9959 


13892 


97.0657 


348.1233 


6.8555 


473.0480 


128.8040 


18805 


97.0657 


897.6767 


197.0461 


455.5105 


118.6916 


21528 


97.0657 


246.1800 


5.4895 


187.2260 


48.2494 


10318 


97.0657 


25.4367 


1.6437 


-1:5739 


27.6959 


12310 


97.0070 


538.6900 


5.0474 


446.0799 


130.7488 


22337 


97.0070 


49.2600 


9.4517 


-30.8655 


43.7218 


9384 


96.9484 


0.3300 


1 .9751 


32.0059 


24.7386 


24167 


96.9484 


18.4367 


1.0957 


33.8878 


18.6135 


5810 


96.9484 


26.5967 


2.9017 


5.0324 


17.4799 
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TABLE 5GG: 


INFLAMMATION ,. 
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Timepoint(s): 


Various 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox . 


SD Tox 


Mean Nontox 


SD Nontox 


11088 


96.8897 


92.7500 


7.5068 


43.8994 


22.4434 


13426 


96.8310 


775.3400 


9.5616 


617.5610 


154.1059 


2355 


96.8310 


386.0800 


2.4916 


388.4531 


91.5583 


6791 


96.7723 


366.3067 


12.9650 


669.6902 


345.2565 


22148 


96.7136 


29.2433 


4.3221 


4.0651 


15.6231 


6873 


96.7136 


57.1067 


1.2758 


44.2189 


42.1939 


11834 


96.6549 


28.9900 


5.9899 


-0.6306 


11.8896 


17451 


96.6549 


160.0167 


1.9342 


133.3811 


33.0696 


7664 


96.6549 


22.5567 


0.6714 


15.4585 


14.7729 


17568 


96.6549 


128.3100 


3.3226 


88.0107 


60.4400 


14960 


96.5962 


4278.3667 


47.3248 


3794.6913 


1055.1968 


5527 


96.5962 


- 105.6400 


1.5125 


96.8612 


42.9351 


26187 


96.5962 


522.6733 


39.6652 


256.4143 


135.8406 


18465 


96.5376 


199.7400 


5.6448 


237.9064 


119.8761 


15377 


96.4789 


21 .5800 


2.3377 


52.1270 


23.1634 


7748 


96.4789 


-3.4333 


6.7099 


41.3526 


21.7749 


4442 


96.4202 


8597.5767 


228.9571 


5902.2308 


1976.9768 


6496 


96.4202 


66.1733 


2.8540 


123.0224 


45.1062 


17248 


96.3615 


1855.8367 


16.6825 


2129.0783 


445.4304 


17699 


96.3028 


84.1967 


1.0374 


77.1096 


35.7062 


16921 


96.2441 


0.5833 


2.8140 


52.6056 


59.6934 


23953 


96.2441 


38.4333 


19.7319 


8.7860 


10.1310 


7917 


96.2441 


22.7067 


1.4969 


41.6220 


^ 18.0414 


23990 


96.1854 


168.7600 


17.7739 


65.2763 


53.5149 


6857 


96.1268 


26.8233 


0.6413 


12.8269 


85.4249 


12798 


96.1268 


20.1333 


2.2181 


1 .4870 


15.3054 
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T^VBLE 5HH: 


IPS 




Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


24 hrs 






k Document No. 1926271.2 


GLGG ID NO. 


LD A Score . 


Mean Tox 


SD Tox 


Mean Nontpx 


SD Nontax 


22890 


99.0610 


62.9833 


0.1893 


59.3822 


33.2336 


15468 


98.5329 


2534.1833 


26.2300 


1919.2331 


434.891 1 


19319 


98.0047 


257.3100 


5.7855 


153.4800 


52.7564 


6595 


97.7700 


119.9367 


1.3282 


153.7211 


51.7649 


20487 


97.7113 


36.4367 


1.6684 


4.9140 


19.2783 


15401 


97.7113 


109.4467 


1.1547 


83.0246 


34.7256 


21538 


97.5352 


74.2767 


1.2136 


101.5142 


30.1713 


18208 


97.3592 


17.4800 


0.5308 


28.8671 


41.5460 


16895 


97.2418 


141.2167 


5.2040 


265.6163 


167.5836 


19392 


97.0657 


2971.1300 


335.2112 


1962.0771 


332.6310 


17508 


96.7136 


50.4667 


0.5052 


55.9608 


19.7124 


13856 


96.6549 


83.1100 


1.1911 


68.8688 


20.2977 


1454 


96.5962 


106.6833 


1.8105 


111.1379 


69.9320 


18716 


96.4202 


51 .5900 


0.7758 


64.6004 


24.2558 


17886 


96.4202 


458.5833 


12.5669 


652.2928 


140.0482 


15337 


96.3615 


1392.2433 


28.8522 


1087.7323 


285.5557 


23987 


96.1854 


60.9033 


1.2486 


85.4225 


31.2602 


15703 


96.1854 


0.5100 


3.5404 


27.6249 


16.6232 


11865 


96.1268 


19.2700 


1.2650 


50.3155 


29.0210 


407 


96.1268 


19.3400 


0.2364 


25.6925 


8.0069 


21012 


96.1268 


672.7700 


21.9655 


1219.9637 


631.0007 


6107 


96.0681 


689.3533 


13.8908 


545.4477 


217.3588 


17563 


95.9507 


4044.6000 


170.1909 


2820.1337 


637.2251 


1680 


95.9507 


3.1400 


1.8357 


23.1431 


15.4067 


19393 


95.8920 


1483.2233 


242.7832 


890.3457 


189.1350 


18389 


95.8920 


-31 .6467 


13.7413 


34.4476 


32.8588 


12118 


95.8333 


69.5833 


1.8196 


121.4279 


71.6547 


20984 


95.7160 


71 .6300 


2.4134 


149.7884 


147.8554 


265 


95.7160 


16.1400 


0.3659 


20.9205 


12.6513 


15372 


! 95.5986 


513.0200 


5.4015 


428.5034 


96.7768 


1610 


95.5399 


81 .3200 


1.5223 


62.7260 


31.3015 


11892 


95.4812 


30.1700 


0.8762 


53JZ860 


26.2760 


248 


95.4812 


40.2700 


4.7706 


20.2522 


12.7292 


17174 


95.4225 


124.7833 


6.8264 


85.9962 


45.7678 


21846 


95.3638 


18.9400 


1.5980 


40.8608 


32.1534 


25030 


95.3638 


62.2700 


13.8459 


33.4323 


142.6617 


4507 


95.3052 


46.1467 


2.2073 
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16954 
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93.7793 
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1046.7459 
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141.6465 


40.6253 
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16.3143 
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93.7207 


70.0967 
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39.4352 
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93.7207 
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20.6149 


20.3327 
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63.3074 
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29.7967 
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43.3783 


24.3296 
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573.9259 
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7.0045 


158.1448 


54.9707 
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3.0350 


15.2644 


11.6695 
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93.5446 
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2.8451 


31.1420 


17.1224 
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93.4859 


74.1533 


10.3196 


31.9732 


29.2644 
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93.4859 


549.4733 
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461.9069 


101.6744 


19244 


93.4272 


4182.0933 


229.5170 
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759.7564 
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93.3685 


4869.0933 


777.2367 
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881 6780 


15875 


93.3099 
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394.7816 


2581.7349 


691.5708 
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93.3099 
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185.0531 
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572.9614 
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159.9940 
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93.2512 
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93.2512 
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93.2512 
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26.1264 
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13.2906 


14518 


99.7066 


538.5400 
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99.5305 


85.3833 
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18.8980 


55.7292 


16484 


99.3545 


58.8100 


2.4800 


142.7366 


42.6873 
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40.5684 


24230 


93.3608 


33.2700 


1.1967 


50.5807 


22.5714 


1949 


93.3608 


41.7675 


3.1001 


78.9844 


38.2777 


I 25278 


93.3608 


18.8975 


3.7631 


41 .2576 


16.9317 


23884 


93.3608 


312.1475 


18.0190 


227.6588 


122.2230 


20752 


93.3608 


25.8000 


1.6951 


44.4663 


23.2110 


235 


93.3020 


159.7975 


3.7628 


218.4270 


85.6380 u 


1 51 90 


93.1257 


4878.0975 


257.9775 


3996.1034 


1991.4783 


22816 


93.1257 


89.7275 


4.1383 


83.0229 


46.3391 


17806 


93.0670 


15.7625 


1.2494 


38.0751 


24.021 1 


3454 


93.0670 


455.4000 


122.3485 


225.6620 


110.1268 


9125 


93.0082 


1099.4400 


142.0536 


778.9801 


160.2297 


5622 


93.0082 


1975.6775 


148.1399 


1314.6977 


443.8772 


16446 


92.8907 


31 .7450 


0.9219 


21 .7796 


17.9094 


20256 


92.7732 


15.1800 


12.3642 


51.1496 


20.3824 


1522 


92.7732 


263.4025 


28.7757 


133.6994 


79.9112 


16006 


92.7145 


269.2175 


43.0871 


152.4622 


61.8644 


4749 


92.7145 


1135.2200 


181.0063 


702.0827 


504.7945 


19108 


92.6557 


14.7425 


0.8058 


33.2413 


30.3907 


18373 


92.5969 


195.6175 


4.3006 


170.5967 


47.4867 


1962 


92.5969 


233.6450 


6.0973 


211.2093 


71.3165 


683 


92.5382 


21 .0650 


0.9674 


28.5274 


19.1235 


4500 


92.5382 


38.2050 


1.6964 


34.4284 


25.9024 


17516 


92.5382 


166.1125 


6.2496 


136.3439 


61.1737 


25628 


92.4794 


9.9300 


0.9491 


22.1675 


24.9067 


17101 


92.4794 


704.7825 


53.2664 


456.4563 


164.7814 


i 11239 


92.4207 


37.1925 


5.2667 


~ 66.2386 


20.9728 


18719 


92.4207 


284.2675 


42.8976 


128.7070 


94.2701 


21039 


92.4207 


225.3675 


12.8997 


189.2275 


102.7062 


9124 


92.3619 


759.3625 


82.4816 


516.5759 


132.6683 


24831 


92.3619 


3.2925 


4.4105 


26.2438 


18.1914 


8149 


92.3619 


26.6800 


2.2212 


8.2802 


22.3771 


16510 


92.3032 


97.7275 


5.3012 


173.6416 


80.4808 


243 


92.3032 


30.5325 


7.3067 


10.4220 


11.6372 


4574 


92.2444 


507.5450 


51.3001 


325.4974 


128.4550 


16178 


92.2444 


227.7225 


4.5155 


215.2447 


51.1290 


10499 


92.2444 


24.3500 


1.8310 


34.6916 


22.6256 


23142 


92.2444 


20.0875 


0.7782 


20.5815 


13.4998 


20254 


92.2444 


23.9575 


0.7647 


23.5902 


12.5602 


15715 


92.1857 


20.4775 


1.8725 


40.2691 


23.3488 


11827 


92.1857 


23.3175 


1.5111 


39.0067 


15.3476 


1349 


92.1269 


0.1625 


11.3661 


26.2791 


13.9915 


446 


92.1269 


19.0450 


8.9604 


75.7350 


40.4414 


4478 


99.4125 


253.3550 


33.7523 


39.3299 


46.6318 


16170 


99.2949 


622.9800 


145.5328 


84.1214 


44.0348 


15490 


99.2949 


i 105.4150 


1.1279 


183.8671 


52.0361 


19623 


98.8249 


388.2475 


95.6082 


f • 97.2484 


49.9334 
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TABLE 511: METHOTREXATE Attorney Docket No. 44921 -511 3WO 

Timepoint(s): 24 hrs Jy . , ; j/\ Document No. 1926271.2 



GLGC ID. NO. 


LDA Score 


MeanTox 


sd Tox - 


Mean Nontox 


SD Nontox 


4479 


98.5899 


3930.2175 


369.4428 


1505.0518 


614.8657 


9859 


98.4136 


81.5200 


7.3761 


34.0130 


18.9532 


11251 


98.2961 


38.4000 


1.1192 


72.6993 


40.1008 


16200 


98.2374 


233.3625 


51.0417 


89.3401 


34.7569 


7256 


98.1786 


138.8175 


4.6945 


211.4434 


43.9867 


6692 


97.9436 


256.3525 


2.6133 


369.6612 


122.6341 


2175 


97.9436 


167.5000 


2.6452 


230.3706 


52.2801 


4145 


97.8848 


3242.4150 


72.1777 


2172.0107 


575.1020 


8675 


97.8848 


87.7075 


34.6030 


26.6188 


15.9094 


2423 


97.7086 


68.4975 


6.0140 


142.3865 


37.7050 


19004 


97.6498 


100.3000 


17.0370 


28.7777 


24.2586 


3458 


97.4736 


2086.8775 


142.2480 


1322.9845 


288.7572 


7357 


97.1798 


210.6100 


20.0974 


87.1841 


65.9154 


14664 


97.1210 


698.4950 


78.6754 


340.0358 


112.8105 


17358 


97.1210 


673.4550 


19.4221 


491.8627 


215.0951 


6609 


97.1210 


2160.1400 


689.1251 


1051 .0102 


264.6512 


2702 


97.1210 


1074.0975 


22.2284 


820.2170 


298.6323 


2131 


97.0623 


137.6400 


1 .9228 


106.1079 


30.9712 


5778 


97.0623 


59.8250 


19.9205 


-2.2473 


22.2939 


16788 


97.0035 


2.5875 


2.9285 


27.2398 


20.8848 


9180 


97.0035 


105.7525 


8.6576 


224.3777 


71 .0851 


14963 


97.0035 


961.6650 


99.0968 


609.5110 


124.9709 


4903 


97.0035 


151.0125 


3.2735 


102.0087 


76.3451 


12591 


97.0035 


142.5475 


I 23.9319 


52.5554 


38.1639 


5331 


96.9448 


514.3025 


28.4177 


355.5425 


66.0558 


10659 


96.9448 


64.3325 


8.7835 


211.3114 


122.0529 


2860 


96.9448 


75.9725 


1.9214 


45.8183 


36.1359 


4978 


96.8860 


142.0250 


5.6075 


110.8151 


76.9979 


14458 


96.8273 


1110.3025 


228.2936 


409.3735 


235.9479 


21744 


96.8273 


116.8225 


11.0365 


54.4326 


46.1965 


8709 


96.7685 


227.8850 


2.7725 


197.8782 


63.4392 


5141 


96.7685 


498.8500 


52.3600 


^35.3173 


218.4001 


23768 


96.7098 


512.6650 


33.5774 


255.4822 


100.1498 


17673 


96.6510 


48.3725 


0.9239 


68.1339 


32.5216 


13020 


96.6510 


35.2575 


3.3009 


82.5663 


46.2626 


19274 


96.5922 


88.6000 


1 .6626 


88.6161 


41.5406 


4490 


96.5922 


466.8325 


34.6372 


261.4696 


88.7176 


4511 


96.5922 


146.4175 


1 .8578 


168.0691 


52.6716 


11050 


96.5335 


1962.9600 


42.6975 


1448.8893 


344.8602 


2813 


96.4747 


929.5275 


43.1944 


539.8080 


207.7774 


8656 


96.4747 


0.5800 


1.8501 


27.6007 


22.6679 


21253 


96.4160 


237.4450 


1.8376 


262.4011 


76.7061 


6321 


96.2985 


1435.1850 


105.4879 


864.2324 


251.4640 


16405 


96.2985 


326.9850 


34.5820 


100.6520 


105.6468 


18650 


96.2397 


2699.5475 


120.7457 


1811.3960 


939.4109 


3814 


96.2397 


327.5850 


14.6617 


538.8142 


178.9819 


1900 


96.1810 


264.6625 


101.3604 


52.4651 


59.3353 


18547 


96.1810 


20.7975 


3.3042 


-23.5748 


44.3695 


3860 


96.1222 


461.9950 


15.0908 


310.3824 


134.2913 


15085 


96.0635 


1734.6925 


151.9368 


1013.2154 


335.5037 


23270 


96.0635 


1746.4625 


394.0203 


866.7104 


275.8191 


5870 


96.0635 


49.6425 


1.6905 


84.5613 


41.6240 
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: Tlmepoint(s): 24 hrs 




Document No.. 1926271 .2 


GLQC ID NO. 


LDA Score 


Mean Tox 


SDTox , 


Mean Nontox 


SD'Nohtox 


17297 


96.0047 


1183.9300 


79.6871 


836.9459 


164.3416 


23989 


96.0047 


536.6950 


24.8387 


328.6852 


156.6940 


6508 


96.0047 


1 309.2450 


126.3835 


806.7096 


209.2004 


5110 


95.9459 


447.8775 


64.3858 


259.6879 


70.8334 


14527 


95.9459 


311.2150 


17.0761 


163.3598 


86.7028 


22490 


95.9459 


1233.0175 


41 .7023 


930.9652 


171.4620 


17871 


95.8284 


94.1975 


3.2028 


151 .7754 


55.6268 


2326 


95.8284 


267.8525 


53.3661 


114.1202 


61.4368 


16458 


95.8284 


544.4925 


30.7026 


881 .2658 


240.8147 


21200 


95.7697 


83.7975 


25.3783 


31 .0232 


27.7236 


21341 


95.7697 


299.8425 


22.6253 


179.6793 


153.2591 


17221 


95.7109 


914.3700 


176.8225 


306.6860 


240.0347 


13098 


95.7109 


416.1925 


74.5825 


189.4046 


94.6685 


10535 


95.7109 


126.8375 


8.2040 


56.9928 


42.3105 


3087 


95.7109 


22.7400 


2.3631 


-0.4132 


25.4431 


5556 


95.5934 


1.17.3775 


6.0059 


212.3910 


101.0605 


8584 


95 5347 


95.3525 


10.6951 


286.5994 


213.9990 


6420 


95.4172 


26.2325 


3.6621 


j 52.4480 


18.9841 


14459 


95.4172 


5073.1175 


345.0341 


3213.2884 


1561.8458 


12164 


95.4172 


145.1750 


41 .0850 


54.8388 


40.8187 


2841 


95.3584 


209.4400 


57.3285 


76.9743 


62.3557 


7415 


95.2996 


36.8800 


1.6405 


64.3555 


27.1996 


20102 


95.2996 


532.5725 


52.7588 


289.1738 


108.3973 


2699 


95.2996 


179.2000 


5.7969 


113.1428 


49.4064 


21947 


95.2996 


105.2000 


3.9145 


158.2160 


49.0972 


1957 


95.2409 


590.3575 


97.5197 


259.9034 


160.4302 


1587 


95.1821 


49.9900 


5.3774 


116.5100 


52.7200 


21568 


95.1821 


157.6500 


5.1840 


100.9895 


61.0855 
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TABLE 5JJ: Lovastatin Attorney Docket No: 44921 -511 3WO 



Timepoint(s): 


24 hrs 






Document Nov 1926271.2 


GLGC ID NO, 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


20927 


99.8826 


418.4033 


2.5815 


113.3893 


53.0130 


400 


99.6479 


21 1 .8333 


59.8192 


28.1289 


27.8925 


21743 


99.5892 


53.2567 


0.9908 


25.1074 


11.6496 


21842 


99.4131 


1759.2967 


158.2677 


. 476.5565 


251 .2509 


25235 


.99.4131 


8.2833 


0.3325 


26.5078 


13.8735 


16449 


99.3545 


967.5500 


169.6212 


162.2961 


127.1987 


20600 


99.2958 


1354.7867 


227.2991 


208.2581 


179.7589 


20930 


99.2371 


439.7533 


117.3833 


66.1404 


82.2614 


16681 


99.1784 


758.1467 


45.5046 


206.6474 


1 14.3653 


14213 


99.0610 


29.1733 


0.2723 


2.4658 


26.2495 


10184 


99.0023 


180.5267 


26.1860 


46.9239 


28.5379 


19073 


99.0023 


880.9800 


76.9139 


460.7396 


98.6445 


20856 


98.8850 


42.3233 


5.4905 


10.7732 


34.0516 


18958 


98.8263 


127.8733 


2.0078 


87.0267 


69.6744 


1403 


98.7676 


73.2267 


1.7790 


28.9256 


19.9918 


301 


98.7676 


192.3867 


14.2719 


69.9240 


30.0087 


20601 


98.6502 


1772.6733 


342.2460 


375.7806 


292.3960 


16043 


98.5915 


91.6933 


0.9266 


149.7053 


46.1791 


7228 


98.5915 


40.6633 


1.1014 


18.8916 


11.2096 


12082 


98.5915 


312.7633 


22.0812 


151.1902 


100.0322 


1794 


98.5329 


4422.3000 


900.1011 


824.2779 


743.0357 


17079 


98.5329 


1401.9400 


19.0636 


969.6651 


210.5228 


16795 


98.5329 


24.3567 


0.2371 


17.5994 


5.4072 


302 


98.4155 


47.9633 


8.7480 


-2.7688 


15.4036 


16450 


98.3568 


454.0367 


86.6079 


150.8375 


61.5897 


23324 


98.2981 


277.1233 


27.6730 


44.4673 


61.9610 


1 793 


98.2981 


1782.6100 


448.0249 


341.0809 


331.6712 


672 


98.2981 


65.3800 


2.7670 


20.8450 


24.5092 


17270 


98.2394 


48.6933 


10.3132 


190.2869 


73.2420 


25799 


98.1221 


734.5333 


81.4099 


211.2542 


138.0236 


15069 


98.1221 


2045.6033 


190.3191 


760.8230 


340.3016 


16180 


98.1221 


36.4200 


1.8173 


94^863 


43.1139 


25460 


98.0634 


2955.3233 


692.7500 


862.0108 


434.6490 


53 


98.0047 


19.5933 


2.1781 


69.7856 


44.2971 


303 


97.9460 


104.9033 


18.7208 


31.6969 


18.4756 


10185 


97.8286 


82.4767 


17.4274 


27.8049 


15.7228 


18578 


97.7113 


546.3033 


151.1919 


135.9693 


99.2602 


1797 


97.7113 


1637.3700 


149.4107 


582.4666 


L 479.5996 


16148 


97.7113 


823.1133 


48.4926 


486.1914 


363.4403 


I 1795 


97.6526 


563.1767 


159.6419 


176.7671 


186.3559 


I 21701 


97.6526 


1 1 1 .8300 


j_ 33.7092 


25.1573 


25.1701 


16133 


97.4765 


31.9733 


1 .2007 


14.3059 


12.3841 


| 21674 


97.4765 


113.3533 


10.9405 


54.8340 


26.4143 


1214 


97.4178 


7.6033 


0.6086 


33.8105 


25.2006 


11455 


97.4178 


81.8067 


1.2506 


126.0980 


69.0474 


12083 


97.4178 


219.1167 


23.0824 


104.4182 


66.9390 


25165 


97.3592 


52.2433 


11.4294 


6.3894 


23.8171 


| 17516 


97.3005 


u 318.4100 


54.8440 


135.8426 


60.1494 


15124 


97.3005 


2820.7000 


123.4586 


1895.2553 


454.9416 


20929 


97.2418 


42.1200 


20.6125 


-24.4099 


28.9264 


3217 


97.1831 


117.4767 


1.3717 


150.8239 


44.0102 


15070 


97.1831 


575.0833 


109.8727 


233.4213 


111.6120 
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TABLE 5 J J : Lovastati n Attorney Docket No. 44921 -511 3WO 

Timepoint(s): 24 hrs Document No. 1926271.2 



GLGC'ID NO. LDA Score 


MeanTox 


SDTox 


Mean Nontox •= 


SD Nontox 


i 15870 


97.1244 


50.9633 


6.0391 


2.6426 


24.5808 


24492 


97.0657 


27.6167 


0.4428 


48.6702 


29.0322 


18628 


97.0657 


2905.6700 


26.6782 


2830.1670 


655.7460 


18686 


97.0070 


1599.9800 


327.6689 


561.1464 


481.2315 


265 


97.0070 


8.2500 


0.5524 


20.9482 


12.6321 


18433 


97.0070 


166.9767 


50.7015 


40.5687 


40.2194 


15242 


96.9484 


117.1500 


2.4419 


83.4987 


19.7194 


21396 


96.9484 


61.8833 


1.2133 


80.9484 


49.1660 


20734 


96.8897 


1826.6667 


202.6219 


965.7175 


334.8584 


17078 


96.8897 


969.1133 


99.4160 


579.8997 


136.9298 


24008 


96.7723 


32.7000 


2.0004 


65.4352 


21.9437 


2801 


96.6549 


242.7300 


22.7167 


109.6117 


62.1573 


20851 


96.6549 


259.2733 


89.7528 


89.2108 


66.1521 


8269 


96.5376 


51.6733 


7.0072 


337.0788 


372.2556 


623 


96 5376 


10.7967 


0.4148 


23.5512 


14.6994 


2811 


96.5376 


353.7067 


76.7939 


165.3938 


60.3210 


1858 


96 5376 


158.5467 


73.3101 


43.6301 


209.0738 


1058 


96 4202 


545.9300 


174.9288 


179.7191 


112.0260 


16150 


96 4202 


556.4833 


165.1654 


255.2688 


185.0642 


22669 


96.4202 


25.6967 


0.9322 


18.2186 


13.4535 


17377 


96 3615 


295.5767 


4.3769 


231.2182 


84.3403 


17726 


96 3028 


1 1 .5533 


0.6490 


28.1848 


17:3781 


9527 


96.3028 


10.1767 


1.0719 


27.5415 


16.1037 


14543 


96.2441 


93.3200 


5.4317 


41.7104 


35.7218 


25705 


96.1854 


2056.1833 


18.1883 


1879.5848 


390.5156 


15420 


96 1854 


79.1767 


37.2290 


-2.7356 


33.6705 


14979 


96.1268 


13.4233 


0.4652 


22.1072 


11.0482 


25693 


96.1268 


93.2233 


15.3193 


38.6779 


19.4919 


19110 


96.1268 


237.8700 


60.4025 


101.2704 


50.0630 


18083 


96.1268 


134.1267 


37.3043 


44.7062 


64.4987 


668 


96.0681 


5.7067 


1.1500 


24.9866 


15.4893 


15311 


96.0681 


23.8733 


2.1220 


60r7624 


33.8879 


15316 


96.0094 


24.6267 


0.5859 


33.5688 


8.6423 


12347 


95.8920 


21.0867 


2.8197 


58.0368 


32.7780 


19864 


95.8920 


10.4567 


1.1707 


25.5307 


13.2537 


2143 


95.8920 


625.3467 


115.3647 


400.4284 


82.2891 


19997 


95.8333 


28.9500 


3.4564 


83.8980 


42.4852 


24470 


95.8333 


6131.1300 


80.0810 


5119.0356 


1254.3877 


11138 


95.8333 


146.2100 


28.9443 


390.9625 


143.1250 


1409 


95.8333 


187.5267 


17.3800 


115.4200 


39.2139 


15126 


95.8333 


. 3006.3167 


226.3711 


1884.8744 


640.8967 


15409 


95.7746 


430.7767 


74.3179 


200.5022 


125.9771 


24672 


95.7160 


33.0200 


1 .3444 


56.2307 


21.2694 


900 


95.7160 


55.7767 


3.6606 


103.1051 


46.1419 


23340 


95.7160 


480.0833 


165.5208 


240.0502 


72.8686 


1463 


95.6573 


271.7433 


12.1122 


144.9562 


85.3364 


3381 


95.6573 


258.7900 


23.8365 


158.9408 


39.6434 


13282 


95.6573 


14.3400 


2.6600 


45.0552 


23.2514 


5275 


99.5892 


76.3900 


0.0500 


57.0412 


25.4214 


16451 


99.5305 


1327.3300 


51.1486 


473.3104 


204.2199 


21744 


99.2371 


279.5000 


66.7646 


53.9331 


44.2836 


7178 


99.1784 


39.1200 


0.1609 


44.1848 


21.2908 
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TABLE 5 J J: Lovastatin Attorney Docket No. 44921-51 13WO 



Timepoint(s): 24 hrs Document No. .1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox I 


23305 


99.0610 


164.2033 


0.3700 


149.5682 


49.0753 


13310 


99.0023 


-11.1067 


0.4761 


35.4194 


51.8867 


7749 


98.8850 


2254.4967 


3.5487 


2077.7157 


442.2286 


3995 


98.8850 


229.0033 


0.9393 


265.251 1 


115.1490 


23976 


98.8850 


252.8933 


60.1101 


55.4523 


34.0821 


21354 


98.6502 


1518.0500 


194.2846 


558.3923 


524.3590 


16452 


98.3568 


404.1033 


94.8919 


100.9331 


, 57.3587 


21742 


98.3568 


242.6400 


91.6185 


63.8324 


33.3074 


2733 


98.3568 


323.7967 


1.1354 


362.5797 


101.6879 


4738 


98.2981 


0.3300 


0.4949 


23.2273 


33.7390 


6946 


98.2981 


218.2333 


1.4514 


247.2899 


73.0520 


13661 


98.2394 


22.3400 


5.1517 


-70.1548 


58.4132 


15467 


98.2394 


136.1867 


34.3408 


28.9510 


27.4871 


21490 


98.2394 


130.8967 


0.4521 


130.4203 


35.6975 


19412 


98.1808 


255.2533 


1 .2656 


309.8956 


83.1884 


6218 


98.0634 


239.3033 


11.7302 


99.4843 


93.9005 


12769 


98.0047 


6.4900 


0.9778 


38.6290 


40.3937 


11339 


97.9460 


849.9000 


253.3613 


321 .7828 


117.3687 


5836 


97.8873 


169.6200 


2.6881 


119.7898 


44.8496 


9162 


97.8286 


64.4600 


0.4850 


93.3089 


44.3630 


16921 


97.8286 


53.3000 


1.1623 


52.4200 


59.7731 


13642 


97-8286 


49.7233 


4.0619 


9.9944 


19.4115 


4271 


97.8286 


106.5567 


15.1922 


43.1284 


52.8679 


3145 


97.8286 


302.6600 


14.4823 


205.8981 


73.8242 


26368 


97.7700 


647.1667 


277.0430 


125.7676 


113.1102 


21256 


97.7113 


276.4833 


36.4828 


147.1130 


. 38.4847 


3284 


97.5939 


40.4167 


0.6174 


21 .7506 


34.6959 


22070 


97.5352 


97.3767 


23.9684 


19.3904 


27.8515 


16814 


97.5352 


46.6633 


0.8895 


33.4532 


27.3650 


18154 


97.5352 


59.4500 


1 .4581 


43.7136 


32.4113 


5436 


97.4765 


192.0667 


4.1349 


134.3838 


33.9482 


26109 


97.4765 


368.6667 


96.0761 


87^173 


168.9479 


1846 


97.4178 


424.1500 


5.4854 


379.1411 


128.0955 


16477 


97.3592 


124.0867 


1.3126 


147.8176 


47.8360 


15015 


97.3592 


159.3833 


1 .4692 


153.2373 


48.8767 


23805 


97.3592 


40.0467 


1.2513 


21 .5554 


40.3252 


11887 


97.3592 


-24.3400 


5.2519 


36.6269 


33.6864 


22975 


97.3005 


51.4800 


0.6951 


78.3204 


39.4851 


9404 


97.2418 


456.5833 


101.9537 


143.9889 


81.9557 


13055 


97.2418 


968.5733 


300.4569 


400.6792 


160.2766 


23662 


97.1244 


23.8900 


0.5556 


35.4516 


20.4679 


5895 


97.1244 25.2300 


0.5600 


42.9689 


34.6221 


4171 


97.1 24^ 328.0800 


4.7753 


250.3335 


54.2628 


8344 


97.1244. 1195.5333 


171.4617 


479.2807 


221.3820 
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TABLE 5KK: 


NECROSIS V 


Attorney Docket No. 44921-5113WO 


Timepoint(s): Various 


'• ""*'■* ■ ■ ••■ * : 




Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


17920 


80.0697 


38.3436 


9.0101 


62.2006 


23.4918 


17075 


77.4477 


929.9793 


188.1424 


739.2324 


155.8287 


22124 


77.2387 


209.2132 


66.9924 


127.1095 


55.0989 


22352 


76.9774 


774.9868 


320.5275 


423.8816 


209.1626 


11455 


76.6725 


254.6658 


125.1524 


120.4483 


59.7698 


25370 


76.2892 


21.4781 


18.3930 


69.5996 


48.7982 


11454 


75.9408 


430.6366 


181.5251 


222.1117 


91.7977 


21062 


75.9408 


69.4435 


32.0303 


39.0280 


19.3894 


| 15011 


74.9303 


266.7018 


80.5040 


166.6836 


56.4077 


6980 


74.9303 


28.0729 


12.3628 


51.1270 


20.6641 


22351 


74.8519 


148.9433 


84.9063 


68.8754 


32.4693 


20649 


74.7909 


127.4411 


74.3348 


355.6391 


315.3982 


17269 


74.5557 


99.3490 


26.2678 


161.6115 


62.5549 


24351 


74.3641 


33.3740 


15.4845 


15.5224 


17.5061 


923 


74.3118 


337.8270 


108.6251 


187.5766 


107.0027 


22603 


74.2770 


54.7977 


14.6347 


91.7960 


51.3270 


15980 


73.8240 


18.5626 


12.9912 


24.4253 


9.7292 


904 


73.7892 


35.7691 


14.4163 


49.7555 


12.7623 


1928 


73.6847 


86.3779 


35.9660 


127.2356 


39.4153 


21709 


73.6411 


88.1469 


26.6125 


138.3089 


58.1437 


110 


73.6063 


129.5578 


52.6346 


236.7910 


131.4242 


1306 


73.3885 


236.1643 


102.9236 


148.5107 


53.3042 


21377 


73.3449 


94.3646 


39.4146 


146.1809 


52.1614 


12041 


73.3101 


325.4678 


39.5950 


286.7209 


73.6771 


1598 


72.9965 


641 .3303 


391.1521 


266.6013 


255.3939 


20590 


72.9791 


367.9407 


98.8018 


258.0404 


83.0054 


14997 


72.8833 


266.4679 


148.9493 


475.8273 


214.6599 


7784 


72.8484 


21.1661 


7.1694 


34.6987 


16.4081 


24431 


72.7787 


801.7437 


388.5459 


386.6035 


293.0287 


24377 


72.7352 


122.4135 


35.1097 


163.9703 


43.8338 


15335 


72.7265 


1055.5643 


220.0266 


817.1732 


223.2226 


17115 


72.6655 


9.6915 


1 1 .2243 


25H383 


17.3046 


23486 


72.6394 


439.4203 


83.8663 


334.4661 


90.9429 


16721 


72.4826 


87.4051 


21.2385 


125.0433 


49.0228 


17921 


72.3868 


72.8541 


21.8406 


120.8407 


66.6905 


19712 


. 72.3345 


15.1474 


9.2968 


28.9964 


16.9365 


19790 


72.2822 


8.2864 


13.0673 


25.2252 


17.3294 


644 


72.2038 


25.5829 


7.4067 


36.9493 


14.8267 


108 


72.1777 


1113.4153 


280.1024 


1589.2162 


618.0346 


18396 


72.1429 


584.4188 


172.0002 


388.2735 


198.9895 


7266 


72.1167 


483.2693 


120.1489 


370.0215 


111.6983 


19952 


72.1167 


12.3256 


8.6754 


| 29.7371 


23.9886 


20996 


72.1080 


328.1281 


82.0256 


247.6915 


90.1976 


18043 


72.0906 


207.7032 


73.6053 


132.4898 


77.7098 


851 


72.0906 


125.9281 


26.0197 


178.0581 


58.2422 


22582 


72.0035 


46.3573 


15.6996 


82.4915 


39.9133 


17800 


71.8815 


72.2586 


23.3348 


97.3041 


28.2168 


16330 


71.8467 


124.4710 


34.5870 


181.0862 


62.0100 


23044 


71.7596 


89.7656 


21 .4423 


122.9436 


36.5296 


15023 


71.7073 


273.4780 


54.2338 


364.0158 


82.7244 


353 


71.6812 


664.1139 


330.9229 


402.2658 


238.4323 


18393 


71.6812 


253.9495 


74.3068 


194.5012 


45.1152 
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TABLE 5KK: 


NECROSIS 




Attorney Docket No. 44921 -51 1 3WO 


f imepoint(s): 


Various 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


15996 


71.6812 


351.7576 


132.3120 


243.0037 


154.3310 


15642 


71.6725 


1360.6299 


394.5207 


914.1193 


311.4168 


12118 


71.6202 


79.4936 


18.9150 


123.0281 


72.4727 


9427 


71.6115 


14.1383 


8.2399 


21.0964 


9.5689 


17289 


71.5418 


41.8047 


24.5356 


69.2088 


44.7394 


15683 


71.5331. 


110.0602 


34.2438 


77.4863 


39.7467 


15421 


71.4895 


337.5454 


66.5270 


423.6442 


90.6590 


14970 


71.3850 


40.5913 


19.3083 


59.8316 


25.6275 


20650 


71.3240 


297.5755 


156.2199 


617.9650 


407.9945 


12496 


71 .2979 


14.6159 


8.1158 


26.2176 


13.7236 


11483 


71.2805 


673.2156 


276.4610 


382.7948 


245.8432 


16346 


71.1498 


207.6587 


67.8226 


159.1452 


65.5184 


24589 


71.0453 


137.0346 


41.9089 


97.9149 


42.4671 


19824 


70.9930 


57.2717 


23.9351 


98.0851 


46.9532 


17101 


70.871 1 


625.0768 


185.5572 


450.4705 


160.6608 


22567 


70.8624 


141.5358 


44.3199 


177.7156 


44.1501 


111 


70.8362 


2102.7169 


533.6692 


2897.0542 


982.3695 


12524 


70.8101 


716.0642 


91.9846 


586.4459 


176.6639 


590 


70.7753 


71.4830 


31.8044 


46.4696 


16.5543 


16198 


70.7753 


81.7747 


15.1381 


107.6850 


36.4200 


13968 


70.7230 


12.1374 


7.6730 


22.0347 


13.4951 


20351 


- 70.6359 


92.4308 


26.8712 


62.1860 


23.5756 


11992 


70.6010 


14.5313 


7.0889 


22.3634 


9.3980 


18582 


70.5749 


120.0169 


45.9230 


171.3781 


58.3542 


23522 


70.5488 


351.2867 


102.6773 


248.0025 


75.5654 


25058 


70.4965 


58.0787 


14.3296 


85.4347 


46.3468 


22537 


70.4094 


15.2366 


42.8309 


59.9172 


66.9252 


24582 


70.4094 


101.6503 


25.6652 


73.2939 


30.0576 


19472 


70.3310 


897.1327 


186.3170 


729.1925 


153.0911 


15376 


70.2526 


288.6977 


61.4146 


. 241.5779 


64.9371 


606 


70.1394 


20.6348 


30.9106 


-9.4605 


31.7587 


24205 


69.9652 


53.5023 


19.6757 


73^951 


23.8416 


15759 


69.9477 


7.5711 


11.4410 


29.1228 


33.2488 


23368 


69.9216 


16.8977 


15.3530 


43.2722 


35.3567 


23417 


69.9216 


612.6607 


117.2837 


482.7822 


124.7775 


17891 


69.8955 


66.8302 


18.8712 


53.5766 


19.5831 


15274 


69.8955 


30.4077 


1 1 .9888 


44.4288 


20.0761 


2947 


69.8519 


115.6635 


44.9945 


80.6217 


31.7198 


2114 


69.8084 


42.0145 


15.9457 


30.9996 


15.7042 


3254 


69.7909 


579.7408 


111.9107 


477.5422 


126.0688 


1478 


69.7648 


33.8458 


14.9743 


64.2203 


48.1580 


24066 


69.6690 


37.4509 


15.7547 


53.0857 


17.6178 


4402 


69.6429 


t 37.6766 


11.1233 


24.7345 


14.6692 


25550 


69.6167 


167.8484 


63.1772 


123.7603 


44.9259 


A ZZ A A O 

15446 


69.6167 


535.0001 


102.3790 


436.7580 


106.5110 


21012 


69.5557 


809.3135 


221 .7808 


1235.4895 


636.6529 


619 


69.5296 


46.6199 


27.5964 


100.2451 


66.3919 


15839 


69.4861 


473.9767 


101.3837 


375.8462 


117.2470 


3493 


78.5453 


157.7257 


53.4088 


96.6981 


45.6069 


5079 


77.9181 


34.9935 


18.1748 


65.9913 


26.1265 


2752 


77.7875 


189.2381 


67.7181 


299.7008 


104.4101 


20350 


77.6916 


21.8303 


20.8462 


83.5036 


63.0048 
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TABLE 5KK: NECROSIS 




Attorney Docket No. 44921 -511 3WO 


Timepoint(s): Various 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox. .,. 


15644 


77.3345 


2152.0352 


569.7626 


1486.4810 


368.6595 


I 18612 


75.8275 


303.3538 


68.1801 


219.4783 


66.4105 


3759 


75.8188 


428.1330 


148.5632 


265.2457 


79.4874 


11729 


75.8014 


286.3255 


61.2661 


224.2657 


51.3001 


17506 


75.3833 


991.7645 


526.2289 


459.8825 


398.9085 


16 


75.0523 


201.2281 


67.2891 


333.9753 


130.5508 


4952 


74.5557 


1329.7272 


367.7772 


921.5617 


365 4266 


21664 


74.4338 


607.1335 


110.5190 


496.1032 


94.3458 


2655 


74.4164 


1722.0852 


703.9498 


914.6900 


429 3902 


4478 


74.2334 


104.6377 


62.7281 


37 5864 


46.2176 


16053 


74.2073 


619.4755 


163.5583 


455.3507 


202 6089 


16727 


74.1986 


390.2727 


110.0896 


262.5911 


91.1953 


17077 


74.0592 


24.1458 


18.2202 


41 .7346 


17.8179 


9551 


73.9024 


215.2315 


57.7361 


289 8123 


67.2129 


16172 


73.7979 


2.1601 


57.7105 


1 17.1523 


114 4852 


11714 


73.7108 


119.9341 


66.0431 


251 .7749 


126 4212 


2049 


73.5714 


249.0791 


77.3602 


1 63 8734 


80 6935 


14664 


73.5366 


508.4789 


174.3481 


334 5948 


106 5554 


14455 


73.5017 


72.8721 


46.0236 


1 52 4548 


78 2442 


13751 


73.4408 


265.5317 


111.9122 


1 67.4223 




10921 


73.4233 


48.6621 


20 8625 


101 3293 


64.9434 


18434 


73.3624 


669.4561 


363 2245 


401 6426 


143 0873 


18115 


73.3362 


36.2951 


40.5990 


108 1464 


76 8892 


2893 


73.3101 


1458.2634 


329.0475 


111 3.8686 


268 9892 


18973 


73.2753 


566.7653 


103.2776 


447 6540 


97 2513 


14500 


73.2753 


21.0660 


1 1 .7626 


42.6222 


25.3222 


8919 


73.2056 


693.8281 


108.6115 


583.9227 


125.1144 


22666 


73.1794 


409.8058 


290.5020 


1 77.2822 


91 7395 


21838 


73.0923 


368.4374 


104.2854 


296.7553 


90 4084 


15012 


73.0749 


248.5351 


59.1067 


195.7161 


45.4367 


3074 


73.0662 


28.8661 


21.1530 


46.1346 


23.8125 


16445 


73.0662 


237.3843 


74.8845 


341^9308 


116.7969 


21458 


73.0139 


3657.2085 


1407.0886 


2365.4449 


952.3838 


12309 


73.0052 


63.0746 


28.7549 


122.5813 


65.8386 


1398 


72.9791 


822.7953 


154.9155 


638.2734 


132.0797 


6454 


72.9094 


590.1262 


111.1155 


465.2511 


103.1415 


9575 


72.8833 


1004.3643 


202.2357 


773.6202 


182.7943 


13618 


72.8659 


280.7163 


75.2017 


210.1907 


48.7580 


7859 


72.8659 


277.5761 


102.2599 


179.8015 


57.6382 


6897 


72.8397 


396.7161 


182.5419 


244.6128 


99.5196 


26119 


72.8310 


369.2091 


106.2482 


270.3274 


74.5288 


| 7888 


72.7875 


1040.1900 


126.0448 


867.5961 


220.6643 


6732 


72.7613 


240.9802 


66.8766 


161 .8444 


60.5056 


i 13617 


72.7003 


118.1744 


45.7021 


71.3702 


40.0602 


22995 


72.6655 


147.9133 


65.2800 


320.0601 


212.0194 


2250 


72.6655 


3116.7285 


2087.6885 


1585.4786 


455.3688 


7503 


72.6307 


64.1075 


36.2318 


20,2857 


38.3991 


21579 


72.6220 


567.4052 


230.4537 


310.4827 


162.8993 


23299 


72.5958 


2239.8694 


938.3187 


1205.3177 


516.1230 


13262 


72.5697 


94.9640 


29.9016 


117.6449 


25.8202 


10666 


72.4477 


950.0980 


220.3205 


769.9632 


207.3944 


23068 


72.4390 


253.0267 


170.6231 


302.4363 


96.7734 
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TABLE 5KK: NECROSIS Attorney Docket No. 44921 -511 3WO 
Timepoint(s): Various Document No. 1 926271 .2 


GLGC ID NO; 


LDA Score 


MeanTox 


SD Tox 


Mean Nontox 


SD Nontox 


13286 


72.3606 


156.1631 


87.2274 


294.9002 


1 54.5629 


16199 


72.3345 


35.9991 


17.4281 


63.6990 


34.4261 


21637 


72.2735 


79.7772 


37.9251 


52.2732 


31 .4657 


7751 


72.2300 


53.2511 


26.9113 


26.4616 


16.8289 


23797 


72.2213 
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101 2148 
101 .x. 1 *to 
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68.7776 
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4*5 9246 


67 6999 


32.7440 
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150 0170 
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90.0747 


17204 


68.4015 
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68.3769 
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797.8762 


261 Q 7276 

^0 1 0. / x. / 0 


773 5407 


25743 


68.3607 


285.8291 


132.4984 


176.9054 


134.5639 


4392 


68.3144 


3076.6233 


991 .3459 


3928.9072 


1097.3968 


25405 


68.3066 


80.5659 


45.8796 


47.1951 


34.4194 


25254 


68.300C 


20.0008 


14.7593 


8.3585 


12.2068 


19212 


68.2934 


45.6356 


22.3702 


28.0473 


19.0646 


17561 


68.281S 


I 753.3032 


390.2580 


466.8154 


262.5253 


25202 


\ 68.2621 


83.3872 


35.7133 


54.2746 


30.7778 


86C 


I 68.2014 


t 30.9888 


37.348G 


5.0628 


30.5953 
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> 68.1 78€ 
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GLGC ID NO. 


LDA Score 


Mean Jox 


SD Tox 


Mean Nontox 


SD Nontox • ' 


9135 


68.1636 


834.1229 


229.2764 


1025.8800 


209.0868 


16469 


68.1029 


567.9515 


207.9904 


718.9486 


181.6754 


1538 


68.0686 


51.2477 


42.5605 


21.0976 


28.0544 


19584 


68.0290 


142.2739 


43.7453 


109.7579 


43.3979 


1704 


68.0146 


76.8139 


79.3908 


20.3441 


36.8293 


16248 


67.8914 


296.6191 


220.4052 


131.7359 


125.1992 


5317 


67.8782 


1034.1240 


575.8959 


641.3310 


440.0832 


455 


67.8469 


350.8188 


164.7255 


221.7124 


136.5616 


24867 


67.8421 


23.8259 


24.4825 


10.3614 


13.9329 


1029 


67.8175 


63.1238 


36.6012 


36.6180 


28.1018 


20942 


67.8139 


1070.6024 


372.0032 


1341.3559 


371.2910 


16122 


67.7748 


257.2677 


170.4956 


144.5708 


134.8216 


25774 


67.7418 


37.5755 


14.8995 


26.5620 


14.0790 


107 


67.7057 


48.6099 


32.8655 


31.5429 


33.7987 


595 


67.6781 


40.6585 


33.2938 


17.8861 


20.1950 


1324 


67.6517 


246.9592 


155.0421 


138.0418 


120.6183 


25498 


67.6336 


1167.7139 


377.5257 


897.8104 


289.5853 


8385 


67.6288 


. 200.1869 


193.8442 


60.6545 


100.9654 


8268 


67.6222 


770.7514 


652.7394 


328.1273 


437.6551 


17487 


67.6090 


118.2829 


56.9709 


72.2499 


40.0397 


16468 


67.6072 


392.0984 


171.1802 


538.9689 


159.5771 


25233 


67.5958 


106.9239 


46.2984 


70.4084 


41.6746 


6348 


67.5826 


107.6063 


25.6021 


86.2305 


23.9068 


18501 


67.5663 


260.8951 


146.6785 


166.3205 


95.6014 


25741 


67.5549 


54.2489 


31.9825 


33.2459 


24.1203 


15127 


67.5417 


1687.2792 


594.9493 


1189.7128 


449.9288 


17279 


67.4810 


31.0786 


29.8442 


8.7767 


23.7823 


13348 


67.4762 


61.4927 


43.1010 


31.8138 


19.1288 


6671 


67.4498 


154.5497 


58.6586 


109.2871 


45.8246 


19671 


67.4366 


33.3586 


14.8462 


22.6958 


13.4190 


16331 


67.4317 


507.4313 


152.6846 


414.8411 


114.5641 


1423 


67.4269 


57.2294 


49.8707 


1&6384 


32.7724 


15677 


67.4119 


416.1161 


143.3043 


301.8559 


137.1014 


4393 


67.3362 


1454.7974 


427.1450 


1766.2319 


446.0295 


4223 


67.3332 


26.6995 


18.2720 


15.7354 


15.6172 


20833 


67.2821 


757.6682 


220.3785 


954.1106 


226.6227 


4257 


67.2791 


37.9946 


19.5550 


22.8364 


13.1962 


4224 


67.2707 


379.0323 


100.1701 


311.2664 


99.8314 


1715 


67.2479 


736.6243 


297.8945 


534.8848 


222.0980 


18538 


67.2052 


137.0972 


68.3642 


82.9521 


59.4567 


762 


67.1457 


545.3490 


316.8535 


861 .5952 


388.1749 


3254 


67.1409 


405.5852 


125.2067 


493.2032 


123.4377 


20270 


67.1181 


119.9073 


40.8512 


89.182/ 


\ 38.1321 


21415 


67.1001 


224.6154 


129.6468 


301.2975 


I 108.5496 


19391 


67.0640 


546.3534 


212.4043 


383.2988 


I 194.2972 


18517 


67.0442 


12.0599 


33.1034 


31.6403 


30.5873 


19934 


67.0148 


21.4517 


11.4077 


14.0448 


9.5341 


1703 


67.0051 


146.6583 


83.9200 


90.2165 


45.1965 


23123 


72.4656 


567.3654 


203.6273 


385.7111 


140.2185 


6916 


70.9918 


23.9360 


36.7022 


-4.5256 


22.5220 


21166 


70.8998 


530.0798 


174.2102 


378.4626 


117.7436 


21165 


70.7899 


96.7910 


51.7130 


48.9320 


37.2751 
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SDJox • 
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3801 


70.5880 


135.2705 


90.0342 


62.3402 


56.5697 


4857 


70.4961 


432.7370 


161.3085 


315.2322 


117.1048 


20905 


70.2924 


669.0422 


125.6625 


553.1366 


128.9441 


16682 


69.8856 


187.7224 


138.6072 


84.51 50 


74.91 55 
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69.8231 


1425.0503 


465.2624 


1043.2942 
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96.4215 
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46.5149 


16603 
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117.5932 
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III iVWV * 


93.1396 


16250 


69.6164 


663.5608 


568.2097 


227 0135 


298.8362 


12096 


69.6032 


171.4396 


77.0649 


115 5776 


50 9465 


17359 


69.4043 


2555.0124 


915.8376 


3421.1064 


1020.5396 


2425 


69.2601 


333.7374 


98.9107 


245.0317 


73.1125 


10512 


69.2487 


92.9364 


64.1815 


43.4753 


49.771 7 


21183 


69.2307 


94.8686 


87.5651 


1 9 6783 


56.7134 


22536 


69.21 75 
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679.8734 
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69.2108 
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462.3861 
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4120 


68.7170 


136.2969 


74.4209 


72 6698 


48 7599 


14745 


68.6923 


58.441 1 


44.0337 


27.0768 


27.3862 


1358 


68.6677 


94.2927 


53.3833 


52 7809 


44.4291 


2708 


68.6611 


533.2813 


162.1809 


407.9145 


120.0697 


20271 


68.6118 


458.0638 


167.6026 


336T968 


128.5470 


14582 


68.6052 


99.6793 


72.1583 


55.1626 


68*5206 


17890 


68.6004 


64.7480 


33.1459 


40.5078 


25.0759 


22056 


68.5181 


1538.5664 


467.7118 


1Q64 3Q1S 

1 OU*t.w\7 1 w 


456 8412 


17240 


68 4982 


2423 2748 


755 1 185 

* WW. ■ I w W 


3083.7921 


835.8118 


21043 


68.4904 


129.4519 


65.1127 


79.3958 


40.6243 


16251 


68.4790 


301.8112 


226.3305 


131.3911 


115.3099 


1332 


68.4724 


717.0398 


282.0905 


472.8529 


166.8469 


11639 


68.3739 


53.6605 


32.0890 


26.6092 


22.2659 


8874 


68.2705 


192.3272 


148.5437 


85.5015 


125.0438 


23067 


68.2669 


594.8275 


174.2484 


694.8385 


162.0993 


11821 


68.2459 


461.1344 


298.7934 


248.2410 


217.5429 


22283 


68.2195 


441.4797 


184.2639 


302.9867 


| 172.3775 


12467 


68.1948 


86.1844 


40.1733 


58.5442 


36.3061 
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A QAQO 

1oUo2 


86.2579 


44.5773 


1 5.5649 


19.7703 


19.1852 


a coon 


83.1578 


243.8207 


192.0725 


24.7479 


70.0758 


W -7 a gA 

1 / IbO 


. 81.5696 


1212.4548 


112.8651 


1302.8403 


352.9742 


427 


81.5101 


894.0591 


202.1734 


1723.9238 


925.9238 


i /oyi 


81 .4464 


84.2828 


10.7396 


104.1129 


37.9378 


3743 


81.0769 


92.8936 


26.0431 


52.9832 


18.9158 


426 


80.5589 


1462.6036 


239.4410 


2608.6883 


1308.7895 


20oo4 


80.0195 


74.0029 


18.6699 


77.3810 


57.2440 


24179 


79.7817 


22.2346 


4.2705 


16.0739 


6.6862 


8606 


79.7223 


30.3863 


3.1392 


38.1327 


12.8463 


3427 


79.0003 


282.5055 


45.8121 


197.7148 


52.7929 


1894 


78.9451 


76.4861 


27.4887 


43.2858 


34.8070 


7101 


78.7116 


2270.2657 


501.9336 


3384.7465 


990.6960 


A OAOO 

18083 


78.6946 


171.1562 


93.3377 


42.9202 


61.9832 


20940 


78.5927 


1106.4821 


151.3055 


1143.5983 


507.1657 


1973 


78.4738 


186.0221 


39.2390 


265.1933 


75.8850 


2830 


78.2996 


140.3473 


19.1905 


176.5186 


42.4623 


14970 


77.8198 


32.4401 


11.6418 


59.4869 


25.6153 


11116 


77.7051 


556.4093 


300.6821 


1198.5089 


784.1704 


1501 1 


77.4588 


227.6250 


50.1289 


169.8316 


60.5864 


4002 


77.4078 


66.1343 


19.9695 


100.1764 


37.5230 


11115 


77.4078 


367.3098 


186.4486 


729.3327 


426.1530 


22865 


77.2847 


68.1444 


8.0419 


64.4614 


23.6823 


23211 


77.2804 


67.4802 


7.7921 


52.5810 


16.8704 


17225 


76.8685 


513.0661 


60.3307 


416.0054 


127.6933 


20766 


76.8600 


161.9414 


40.9758 


119.3250 


41.4160 


1131 


76.5118 


u 163.4415 


15.3054 


150.1790 


43.2178 


22513 


76.4566 


595.3514 


309.3171 


1775.0317 


1907.9758 


15313 


76.4481 


360.0410 


63.6286 


300.5834 


170.7511 


24868 


76.3887 


33.3062 


1 1 .0899 


19.8432 


14.1351 


457 


76.3334 


340.2109 


79.1718 


509.0309 


183.7460 


25083 


76.2145 


22.1354 


4.9296 


28^162 


15.1099 


3862 


76.2103 


44.2247 


9.8789 


36.0769 


25.3985 


20996 


76.0956 


298.5401 


46.9204 


250.1926 


91 .6008 


16168 


76.0786 


4313.6831 


1653.8148 


2292.4695 


970.9152 


17258 


75.9215 


74.9320 


12.3564 


94.4594 


30.4594 


looOo 


75.9088 


35.2704 


12.4687 


15.8009 


19.7066 


A CA A A 


75.7899 


172.8531 


23.2592 


130.9408 


32.1631 


2Ut>1o 


75.6795 


to Of* 

79.9956 


17.6049 


117.5184 


40.0685 


04 vino. 


75.6200 


4 Oil COO >I 

134.5834 


11.7301 


124.6232 


30.5556 


•4 A CQC 


75.5393 


oon coon 

290.5388 


J no «-» A A ■» 

183.2117 


107.5601 


94.9639 


1 OooO 


/O.OU1 1 


OOO A A CC 


19.2499 


242. ol 79 


o o o o 

56.3203 


4354 


75 4969 


43.6042 




33.5283 


12.6622 


1678 


, 75.4417 


5.8723 


16.7649 


40.4734 


42.2008 


1949 


75.4374 


108.9981 


32.6211 


78.3078 


38.1748 


21589 


75.4374 


110.7866 


21.3081 


83.9200 


27.4647 


20126 


75.3864 


64.3703 


19.1732 


160.8076 


168.8437 


15248 


75.3610 


81.4823 


59.8222 


32.7996 


22.9006 


58 


75.3227 


89.2659 


25.0930 


125.4691 


39.8828 


20741 


75.2633 


37.9201 


18.2840 


70.4148 


39.6750 


1859 


75.2633 


28.2801 


10.5134 


44.9867 


25.8389 


17316 


75.1232 


107.5392 


80.8764 


34.2610 


24.8334 



03065993A2 I > 



WO 03/065993 



PCT/US03/03482 



824 ' 

TABLE 5NN: Peroxisome Pro! if. Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 
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GLGC ID NO. 


LDA Score 


Mean Tox 


SDJox 


Mean Nontox 


SD Nontox 


17161 


75.0255 


2386.6296 


348.3855 


2233.3626 


741.7372 


24651 


75.0255 


92.8724 


7.9629 


90.8517 


23.3813 


12013 


74.9660 


99.7602 


12.5207 


86.6886 


22.9826 


21443 


74.9066 


42.4943 


27.5567 


24.1537 


39.2063 


20919 


74.9066 


299.9556 


114.8842 


488.4804 


186.9574 


24428 


74.7877 


36.3631 


5.8523 


36.2079 


17.9293 


18583 


74.6603 


33.5783 


11.6342 


19.0311 


13.4327 


1129 


74.6093 


185.4774 


29.6090 


159.9542 


54.5373 


9183 


74.6093 


34.4197 


9.2939 


25.7168 


17.2724 


16759 


74.4946 


39.6276 


9.2369 


45.8266 


24.7381 


10744 


74.4309 


14.2900 


11.1413 


53.1068 


48.4228 


17532 


74.4309 


129.4729 


40.3058 


196.7185 


73.4366 


17934 


74.4097 


585.2562 


287.0931 


279.3999 


124.8753 


24508 


74.3715 


122.8081 


24.7980 


122.1201 


51 .7083 


18055 


74.3715 


38.8280 


5.2628 


37.2065 


13.0573 


20057 


74.3715 


25.4351 


-10.1211 


50.5631 


39.4166 


20583 


74.3120 


' 50.6381 


14.1006 


47.2220 


29.2967 


4225 


74.3120 


131.5003 


18.3854 


167.7601 


60.3387 


21211 


74.2526 


219.1737 


72.4515 


300.3574 


103.6825 


24377 


74.2526 


132.3789 


16.8133 


162.7667 


44.4157 


10517 


74.2526 


48.0038 


5.1735 


52.4509 


16.3429 


15545 


74.2441 


24.7379 


9.2089 


16.0894 


1 1 .0470 


2629 


74.2399 


300.3459 


124.3567 


1 98.4732 


120.2287 


18490 


74.1931 


155.2598 


24.6857 


135.5154 


33.1712 


16085 


74.1762 


180.2121 


67.2824 


95.9216 


49.7478 


21657 


74.1379 


560.9604 


164.9586 


891.6673 


406.5498 


20951 


74.1337 


15.1066 


11.1272 


37.2115 


25.1213 


1105 


74.0785 


27.7314 


13.5270 


28.0817 


30.2449 


455 


74.0785 


139.8100 


33.9161 


240.2695 


147.6721 


L 8663 


74.0190 


-44.2808 


15.2883 


34.0349 


159.0256 


1712 


73.8959 


144.3361 


22.2200 


139.1354 


50.5814 


7266 


73.8916 


452.7692 


67.3810 


373:3571 


114.4017 


19696 


73.7770 


18.9611 


4.8432 


22.1058 


10.4668 


7914 


73.7175 


44.7176 


18.0842 


75.4719 


35.3386 


3254 


73.7175 


519.7501 


64.5899 


481.0928 


127.7937 


9254 


73.7175 


80.7448 


15.5041 


104.5317 


30.3013 


21011 


L 73.7175 


3290.0082 


589.8038 


4556.3964 


1710.1817 


9073 


73.7175 


33.3095 


5.3631 


39.1851 


18.4820 


19486 


73.7175 


42.5449 


5.1592 


42.9853 


13.6772 


561 


73.6581 


121.1746 


21.3529 


144.4137 


41.1660 


17123 


73.5986 


319.6412 


29.9245 


302.0121 


69.4160 


18395 


73.5986 


151.8395 


17.2008 


169.0055 


46.6869 


8277 


73.5392 


190.3479 


21.8408 


167.3931 


39.0009 


11455 


73.4755 


154.3256 


30.8823 


125.4701 


69.3438 


21090 


73.4202 


70.6546 


30.7575 


109.5320 


49.2733 


18050 


73.4202 


62.4132 


8.1159 


61 .3400 


28.7652 


15035 


L 73.4160 


86.6509 


27.4557 


66.9224 


39.0475 


18667 


73.3650 


35.8000 


6.7329 


39.2679 


18.9981 


2331 


92.3858 


1517.1174 


786.7751 


271.3670 


322.5522 


23541 


87.2134 


383.8332 


50.0560 


278.5867 


187.3603 


16169 


86.2579 


5341.4124 


1639.2310 


2742.0200 


1348.3255 


21593 


86.2026 


406.2272 


75.5527 


243.9546 


93.2026 
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Timepoint(s): Various jjVj Document No. 1926271 .2 



VjLbU IU ViKJ. 


lua ocore 


Mean Tpx 


on tv>»^ 
oU I OX 


MeaoNontox. 


SD Nontox 


3597 


84.0029 


36.9789 


19.4002 


9.2053 


23.1754 


14763 


83.9349 


1602.4111 


719.6398 


536.3378 


543.0679 


6347 


83.6462 


284.8249 


44.9198 


211.9513 


55.0996 


6198 


82.5803 


91 .6780 


14.7108 


124.2920 


54.8248 


19718 


81.9263 


46.6930 


4.3836 


37.9819 


26.1709 


18826 


81.6757 


3492.4854 


1340.9523 


1802.1180 


893.2655 


2501 


81.3275 


166.4521 


14.2693 


148.2138 


50.0027 


17668 


81.2128 


99.4798 


30.1154 


97.3989 


102.0160 


12223 


81.0302 


474.5644 


76.3302 


355.3771 


97.9129 


8759 


80.9580 


295.0525 


172.0974 


93.8107 


142.6451 


22793 


80.7372 


171.9039 


38.2751 


114.3082 


70.9383 


22688 


80.6141 


70.3886 


38.2797 


190.6117 


109.2493 


12863 


80.1427 


32.3991 


6.0598 


51.0893 


24.6062 


14902 


79.9601 


121.1314 


24.8770 


168.9708 


39.9535 


11028 


79.9049 


29.0030 


9.9210 


55.6180 


30.9338 


22885 


79.8964 


1326.8246 


538.5187 


2211.8571 


683.0980 


10724 


79.7265 


22.6085 


5.8976 


39.0323 


24.5835 


11270 


79.6586 


108.4228 


16.0731 


73.7778 


54.6678 


2655 


79.6034 


1288.9743 


262.7846 


942.0609 


472.0516 


14911 


79.5354 


251.6394 


88.7633 


146.7471 


77.6922 


10923 


79.4293 


20.8113 


4.4594 


26.9056 


18.7606 


5198 


79.3656 


320.2161 


78.3966 


250.0550 


164.5816 


22268 


78.9494 


23.2384 


20.1898 


57.9323 


39.9111 


2825 


78.9494 


205,8289 


23.6668 


166.9881 


51.4256 


6268 


78.71 58 


156.5834 


21.5621 


152.2829 


55.4817 


23099 


78.7116 


283.3297 


33.5517 


253.8040 


112.5789 


15655 


78.6521 


32.5396 


6.9911 


20.4413 


22.9366 


19063 


78.5332 


199.4999 


14.3447 


200.4805 


55.8799 


4877 


78.4185 


157.8528 


44.3489 


285.8035 


154.5576 


8314 


78.3464 


1874.4062 


811.7529 


1181.4276 


675.6475 


14743 


78.2402 


29.9267 


6.4082 


29.9233 


28.3392 


16128 


78.0533 


353.5840 


55.5609 


286.2976 


64.9407 


17861 


77.9259 


86.9809 


30.1695 


53.6356 


23.8978 


4004 


77.8835 


237.0301 


82.7260 


371.9543 


169.7009 


6799 


77.7603 


136.3316 


26.9484 


102.6565 


42.6740 


11729 


77.7561 


281.0616 


45.1604 


225.9030 


52.8233 


13977 


77.6329 


420.9243 


230.5922 


478.2180 


153.3476 


11901 


77.5820 


624.8398 


84.0775 


472.2110 


173.0209 


23124 


77.5777 


82.0552 


23.5805 


121.1877 


34.8553 


8917 


77.5055 


164.7281 


77.9283 


52.2599 


41.4488 


14717 


77.4631 


530.9520 


49.7675 


634.7687 


122.7478 


21661 


77.4078 


613.5280 


142.8058 


1091.8751 


590.0762 


15981 


77.3484 


55.2763 


8.4631 


56.2611 


25.4138 


23553 


77.2252 


48.5883 


13.5610 


47.8383 


40.3191 


7806 


77.2210 


167.9940 


f 48.4181 


128.4024 


52,7160 


7741 


77.1658 


[ 104.6897 


11.5086 


122.8710 


47.4839 


23043 


77.1063 


295.7834 


37.2768 


278.1222 


83.7112 


22233 


77.0936 


729.6806 


162.2083 


566.1615 


122.1263 


3991 


77.051 1 


33.1801 


7.3239 


28.4545 


27.9650 


10665 


77.0341 


243.9692 


81.2514 


156.0302 


65.5081 


22065 


76.9322 


919.4732 


177.5527 


1175.1615 


329.6012 


14187 


76.8685 


103.2077 


17.2902 


117.2611 


66.3551 
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TABLE 5NN: 
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Timepoint(s): 


Various 






Document No. 1926271.2 


GLGC ID NO. 


LPA Score \ 


Mean Tox ,,- 


SD Tox i 


Mean Nontox ; 


SD Nontox 


6039 


76 74Q6 


890 44? 1 


trt.Ut.UC/ 


898.7258 


231.0628 


14923 


76 6902 


462 3856 


105 1810 

1 WW. 1 W 1 w 


345.9852 


206.6330 


3557 


76.6902 


118.6593 


11.4322 


113.4772 


35.3645 


8590 


76.6307 


517.1463 


118.0956 


375.3916 


201.0728 


15308 


76.6265 


81.0025 


46.8768 


142.6579 


55.6353 


20857 


76.3929 


39.4898 


18.0327 


68.4858 


30.5139 


9575 


76.3334 


827.3069 


65.9879 


782.3294 


190.4231 


20901 


76.3334 


118.0553 


14.1417 


137.6982 


34.3281 


15016 


76.2740 


1128.0619 


163.2019 


964.1729 


310.8262 


18696 


76.2103 


176.9453 


29.0944 


236.3701 


59.0067 


23447 


76.1593 


60.3744 


10.7296 


61,0540 


26.6462 
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TABLE 500: 


PHENOBARBVTAL v ;* ; ^ Attorney Docket No. 44921-5113WO 


Timepoint(s): 


24 hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tpx 


SDJox 


Mean Nontox 


SD Nontox . 


18702 


100.0000 


225.1067 


3.7274 


71.9180 


29.2478 


17598 


100.0000 


91.0233 


3.0182 


-12.8744 


38.1015 


19675 


99.9413 


95.6800 


15.1661 


13.3462 


15.2759 


1783 


99.8239 


44.7600 


6.7168 


-17.3986 


13.6213 


16514 


99.7653 


514.9400 


5.5043 


335.4483 


71.4689 


25567 


99.7653 


1287.9133 


30.9060 


426.5708 


176.2910 


20389 


99.7653 


34.6533 


0.8376 


10.1304 


8.2366 


3430 


99.7066 


1332.5833 


41.4309 


499.3650 


178.5283 


15857 


99.7066 


273.4300 


1.2646 


171.4739 


45.3854 


16610 


I 99.7066 


907.1133 


30.1060 


435.2142 


143.1046 


16157 


99.7066 


57.3067 


1.2838 


26.2247 


9.8195 


17052 


99.6479 


202.2267 


10.0315 


92.9090 


27.0155 


16327 


99.5305 


72.6400 


1.2347 


170.7202 


53.0745 


12363 


99.4718 


125.4300 


0.3780 


184.5832 


39.5870 


25260 


99.4718 


209.3300 


17.5413 


63.9036 


27.7891 


17367 


99.4131 


40.8367 


1.1836 


19.8781 


7.9150 


21576 


99.4131 


250.5167 


13.2052 


132.7633 


32.1223 


1580 


99.4131 


96.9433 


3.0954 


42.3922 


23.8352 


17088 


99.3545 


955.5467 


45.1289 


350.0885 


132.5608 


20443 


99.3545 


235.3500 


6.2496 


136.0867 


37.7856 


25071 


99.3545 


2086.2567 


356.2937 


412.2394 


242.6002 


812 


99.3545 


22.5667 


0.4754 


54.7419 


23.8784 


16809 


99.2958 


114.4967 


2.2106 


63.4169 


26.0209 


17597 


99.2958 


177.4233 


5.5743 


76.5205 


27.0915 


798 


99.2371 


157.6533 


11.0023 


52.2778 


21.7573 


18061 


99.2371 


353.5400 


24.5809 


178.3846 


43.2060 


20984 


99.2371 


59.2433 


0.7497 


149.8320 


147.8305 


16346 


99.1784 


330.6167 


8.8804 


160.5343 


65.6205 


20980 


99.1784 


204.1300 


10.4729 


105.9528 


27.2506 


1785 


99.1784 


111.2467 


2.9776 


55.9623 


21.7677 


17508 


99.1784 


124.5033 


8.3205 


55.7001 


19.2845 


1586 


99.1197 


181.0100 


2.8987 


1 1 1^)348 


29.8706 


1734 


99.1197 


32.8567 


0.7650 


76.0878 


35.4319 


4407 


99.0610 


512.9367 


32.7299 


174.3866 


92.2597 


797 


99.0610 


241.6533 


35.3009 


83.3036 


31.7171 


18726 


99.0610 


47.1567 


5.9271 


194.7340 


85.1875 


5048 


99.0023 


99.9367 


1.1754 


63.0890 


18.7245 


1309 


99.0023 


127.4133 


6.7823 


56.1040 


22.4340 


19148 


99.0023 


289.5333 


7.5634 


183.0517 


43.4568 


I 1126 


99.0023 


89.0400 


1.5156 


50.1240 


18.7593 


14213 


99.0023 


64.0567 


7.6038 


2.3430 


26.0389 


23926 


99.0023 


81.4733 


19.3964 


8.5752 


60.4103 


4832 


98.9437 


88.1533 


0.7286 


50.4232 


20.1291 


20150 


98.9437 


28.4100 


1.2771 


9.0343 


8.3965 




98.9437 


174.0167 


3.9305 


79.7012 


49.5565 


1045 


98.8850 


192.4533 


9.5062 


84.2679 


26.5960 


17171 


98.8850 


1313.2333 


198.8186 


384.5224 


174.0695 


17382 


98.8850 


445.4133 


6.0995 


274.8817 


103.9189 


| 15475 


98.8850 


51.1200 


7.4177 


14.4313 


8.9215 


20702 


98.8263 


148.1367 


7.9878 


50.6424 


29.1397 


24033 


98.8263 


141.9967 


7.6980 


67.8542 


22.7707 


18069 


98.8263 


144.5367 


27.2606 


27.6259 


24.0591 
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Tfmepoint(s): 


24hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox : • 


Mean Nontox 


SD Nontox 


17661 


98.8263 


526.8367 


21.1796 


308.9286 


82.7410 


570 


98.8263 


509.8867 


25.3921 


258.2416 


80.3078 


24228 


98.8263 


280.3067 


3.5241 


453.1020 


127.3325 


19823 


98.7676 


47.8833 


0.6161 


24.8010 


13.3966 


11423 


98.7676 


73.1867 


1.2832 


37.4252 


16.2489 


18468 


98.7676 


173.9267 


10.7717 


66.9599 


47.5391 


11296 


98.7676 


167.9967 


2.7717 


114.4154 


38.9384 


11358 


98.7089 


108.7933 


8.1836 


36.7604 


25.5974 


11317 


98.7089 


28.5967 


4.5008 


0.9232 


9.5796 


20801 


98.7089 


521.9133 


23.7858 


223.1453 


102.8546 


23869 


98.7089 


12.4733 


1.2947 


168.6124 


165.5488 


16871 


98.7089 


63.0767 


4.7420 


23.0774 


13.1847 


815 


98.7089 


3100.5633 


9.4215 


2944.1241 


656.8888 


20161 


98.7089 


29.8733 


0.3691 


75.6303 


55.5762 


1448 


98.6502 


1693.4067 


15.9351 


1256.4641 


214.8845 


11494 


98.6502 


788.2800 


156.3945 


168.3581 


140.5692 


21696 


98.6502 


635.0933 


37.2765 


366.5898 


90.9816 


13092 


98.6502 


379.5700 


18.2319 


21 5.7547 


56.3006 


23868 


98.5915 


51.3467 


12.0481 


579.0532 


534.4164 


21586 


98.5915 


348.2300 


31.6686 


135.7485 


57.8534 


21703 


98.5915 


174.9200 


10.7058 


102.6012 


23.4396 


16413 


98.5915 


20.9900 


10.4467 


-53.2136 


48.971 3 


114 


98.5329 


60.8067 


3.6967 


17.5627 


13.8269 


25204 


98.5329 


25.6900 


1.3406 


106.5336 


56.2727 


7864 


98.5329 


1682.8400 


1 1 .4389 


1387.8805 


212.9802 


1305 


98.5329 


33.8633 


0.4200 


22.3541 


21.0166 


3203 


98.4742 


1078.9733 


61.7950 


639.8670 


144.1360 


16180 


98.4742 


33.7900 


1.4730 


94.9956 


43.1011 


20772 


98.4742 


186.0733 


4.9311 


115.8452 


32.4829 


18179 


98.4742 


21.5367 


5.0517 


-1 .9587 


8.4773 


20744 


98.4155 


108.9400 


2,4582 


73.6237 


48.1305 


15683 


98.2981 


223.5633 


33.7453 


78^100 


39.1447 


11493 


98.2981 


234.7467 


71.5950 


33.2412 


52.2384 


1579 


98.2981 


64.4400 


9.9870 


23.8259 


14.5340 


19744 


98.2981 


33.7300 


4.1947 


1 .3672 


14.2749 


24628 


98.2981 


162.9133 


2.1658 


239.2929 


51.7801 


19712 


98.2394 


13.4000 


0.2869 


28.4824 


16.9197 


4256 


98.2394 


76.3467 


13.0668 


8.4451 


21.6276 


17858 


98.2394 


128.4300 


2.9951 


190.8795 


37.4062 


9254 


98.2394 


50.7600 


3.3793 


104.3302 


30.1499 


626 


98.2394 


239.8733 


20.0350 


89.1319 


74.841 1 


15579 


98.1808 


14.6967 


6.9182 


598 3967 


504 9746 


18098 


98.1221 


68.8133 


1.7033 


41.9745 


13.3971 


23070 


98.1221 


348.9900 


6.7083 


239.5144 


58.2984 


13543 


98.0634 


537.6033 


48.6319 


320.7175 


70.4617 


2801 


98.0634 


237.4333 


12.0570 


109.6303 


62.2035 


1569 


98.0634 


88.2967 


13.4739 


-7.9747 


46.5420 


16450 


98.0634 


237.0033 


5.7402 


151.6017 


64.0950 


23023 


99.9413 


14.1733 


0.0252 


41.2746 


18.2511 


22372 


99.9413 


993.4900 


7.6368 


305.5506 


125.6298 


21822 


99.8826 


1342.1733 


34.2174 


654.3701 


186.2635 


4983 


99.8826 


504.4033 


18.0930 


144.1978 


102.2454 
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Timepoint(s): 


24hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean To* |SD Tox 


Mean Nontax |SD Nontax 


21208 


99.8239 


97.8700 


6.8379 


-1 .0994 


23.1240 


3558 


99.7653 


412.6500 


5.2562 


192.9978 


62.2566 


5876 


99.7066 


442.8967 


0.5408 


599.4852 


244.0400 


4119 


99.7066 


219.9967 


0.2335 


178.3105 


65.2194 


13879 


99.6479 


206.8767 


15.4656 


66.2265 


26.8840 


7596 


99.6479 


348.9867 


11.1955 


162.0247 


57.0973 


18466 


99.5892 


402.3733 


26.5128 


108.8541 


58.4569 


2340 


99.5892 


228.6400 


7.1754 


-69.7332 


153.7308 


5615 


99.5892 


300.2033 


19.2736 


70.6303 


34.7182 


21883 


99.5892 


374.9367 


39.1587 


72.4107 


45.7184 


9492 


99.5305 


137.2733 


1.8119 


83.0409 


24.2309 


21853 


99.5305 


20.6300 


3.7165 


-59.8947 


40.5864 


17820 


99.5305 


172.8867 


4.1793 


77.3554 


33.1217 


| 18254 


99.4718 


51.8533 


4.5093 


2.2803 


22.4468 


7583 


99.4718 


60.6500 


0.5274 


50.0166 


63.6190 


7793 


99.4718 


125.7233 


10.7996 


295.8028 


86.6279 


22075 


99.4131 


337.8367 


3.8951 


195.9980 


58.2888 


21968 


99.4131 


1226.9400 


149.9360 


274.2234 


192.0222 


4931 


99.4131 


194.2867 


18.6601 


35.7153 


57.3142 


12342 


99.3545 


306.7800 


7.0936 


137.2887 


61.3538 


19041 


99.3545 


388.5200 


5.9537 


213.4117 


60.0690 


19827 


99.3545 


380.0000 


15.2840 


1015.1311 


600.5093 


17768 


99.3545 


938.4000 


41.3457 


600.8241 


151.2120 


7043 


99.3545 


308.8833 


26.9154 


113.0749 


43.0522 


7307 


99.2958 


159.5167 


7.9203 


70.0674 


28.7267 


14596 


99.2958 


76.2133 


5.3665 


24.9157 


14.2900 


15399 


99.2958 


400.4167 


42.1624 


185.0000 


47.2645 


10106 


99.2958 


46.2067 


0.4310 


85.2417 


31.3500 


3827 


99.2958 


369.6167 


21.6183 


121.9604 


85.9681 


11180 


99.2371 


328.4467 


14.9447 


122.8410 


71.2747 


3246 


99.2371 


257.1167 


9.7966 


103.3158 


56.0603 


16580 


99.1784 


582.8233 


20.5297 


276r1437 


96.5156 


15029 


99.1784 


38.4033 


3.3194 


164.6743 


73.6902 


7912 


99.1784 


145.8033 


12.3336 


58.3178 


27.1062 


! 23034 


99.1784 


174.5867 


6.3180 


71.5438 


37.0341 


18535 


99.1197 


725.2300 


95.8109 


233.2779 


95.8979 


15582 


99.1197 


14.3833 


10.3308 


1664.0208 


1548.2096 


23435 


99.1197 


346.5833 


12.5881 


138.7576 


100.2538 


10110 


99.1197 


60.4267 


1 .0808 


129.8492 


54.3359 


19480 


99.1197 


143.6467 


5.3176 


300.4449 


89.4172 


13006 


99.0610 


112.0700 


10.2911 


-8.2870 


45.5605 


18777 


99.0610 


181.9600 


8.8978 


42.6582 


54.3040 


21667 


99.0610 


53.8467 


0.4225 


33.1529 


20.2649 


7104 


99.0610 


242.6367 


18.9004 


509.9274 


149.8265 


20577 


99.0023 


174.2167 


1.6384 


70.5272 


83.3347 


12011 


99 T 0O23 


110.1933 


14.6591 


357.0211 


92.0900 


17335 


99.0023 


198.3733 


3.6147 


119.5997 


36.2285 


16027 


99.0023 


331.2667 


9.7572 


183.5997 


55.9349 


22558 


99.0023 


103.3600 


8.2293 


548.3316 


312.5418 


8018 


99.0023 


343.6067 


57.1963 


139.7496 


40.1245 


19418 


98.9437 


134.6567 


0.4405 


136.8561 


57.4271 


13617 


98.9437 


142.4433 


2.5936 


73.0426 


41.1995 
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TABLE 500: 
Timepoint(s): 


PHENOBARBITAL- 

24 hrs 1 V 


; i Attorney Docket No. 44921 -51 13WO 
Document No; 1926271.2 


GLGC ID NO: 


LDA Score 


MeariTox 


SD Tox 


Mean Nontox : 5 


SD Nontox 


I 6226 


98.9437 


103.3233 


35.7003 


4.0885 


9.3021 


23659 


98.9437 


384.4200 


33.7842 


126.7757 


71.6257 
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TABLE 5PP: PHENOBARBITAL Attorney Docket No 44921 -51 13 WO 



Timepoint(s): 


3, 6hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox, 


SD Tox 


Mean Nontox r 


SD Nontox 


4407 


96.3486 


.395.4550 


65.8401 


174.0206 


92.6202 


23192 


95.5241 


452.7150 


27.2763 


. 284.0135 


84.8301 


14295 


94.1107 


67.9450 


13.6080 


33.6149 


16.6182 


21120 


93.8163 


357.0317 


24.8250 


238.1310 


77.5156 


7170 


93.4040 


105.2833 


17.1796 


66.3770 


19.0398 


24881 


92.6384 


24.7217 


1.2115 


40.6897 


21.2339 


797 


92.0495 


126.1317 


14.9440 


83.5605 


32.9669 


16241 


91.9906 


11.4067 


2.6291 


22.8817 


8.0129 


18442 


91.9317 


77.0600 


16.0677 


48.9086 


18.8366 


19443 


91.9317 


576.5300 


55.9964 


384.4212 


132.0746 


15703 


91.7550 


57.7917 


9.6831 


27.3159 


16.5182 


21663 


91.6372 


612.7783 


31.4937 


440.3137 


126.2564 


24582 


91.5783 


126.2317 


22.4264 


74.0888 


30.1453 


866 


91.5783 


80.9333 


13.1873 


153.8389 


51.5512 


21951 


91.4605 


219.4817 


29.8799 


139.3694 


49.4604 


25531 


91.3428 


25.5017 


1.1561 


22.0592 


10.7837 


20456 


91.2839 


238.0700 


39.0056 


138.1216 


62.0538 


3430 


90.5771 


709.2600 


101.9248 


500.8258 


184.5809 


24377 


90.4005 


110.0900 


9.3035 


162.6379 


44.1991 


798 


90.2238 


75.8767 


9.7197 


52.4834 


22.5850 


17636 


89.9882 


21.9967 


3.5497 


27.2343 


28.7822 


1058 


89.8704 


273.4933 


57.8084 


180.3505 


114.2739 


15023 


89.6938 


267.7933 


16.5718 


360.9634 


83.6008 


1569 


89.6349 


53.2400 


22.1360 


-8.0671 


46.6651 


11975 


89.5760 


31.9550 


9.2013 


7.5501 


18.9452 


| 14213 


89.3993 


32.0567 


6.7178 


2.3511 


26.2206 


14066 


89.3404 


68.7383 


5.9962 


100.2889 


28.4272 


I 1053 


89.3404 


38.2883 


3.3043 


57.2265 


37.3100 


1678 


89.2815 


31.3883 


4.5857 


39.9670 


42.2754 


1586 


89.1637 


149.0250 


11.9358 


111.0136 


30.0283 


15009 


89.1048 


6.4367 


2.8005 


24.4854 


14.5933 


17657 


88.6926 


51.1683 


8.7016 


24^940 


26.1930 


19768 


88.6337 


762.5917 


29.3263 


680.7383 


183.5494 


19222 


88.6337 


1016.4983 


47.6021 


863.6054 


183.3232 


17590 


88.6337 


254.8667 


8.0494 


222.5550 


41 .8596 


16684 


88.5748 


1342.9233 


89.6150 


1065.5421 


221 .0828 


21842 


88.5159 


667.5100 


126.1341 


479.7396 


262.4281 


; 22927 


88.5159 


57.6800 


3.9710 


50.0739 


20.7307 


1578 


88.5159 


24.7600 


2.0148 


23.4925 


14.2561 


21864 


88.4570 


137.8450 


23.1646 


87.8379 


34.3728 


12348 


88.2803 


303.1633 


20.7447 


258.8029 


67.1868 


1558 


88.2214 


86.4283 


6.5077 


71.6577 


'35.8701 


1302 


88.1625 


199.2817 


46.4679 


113.0512 


175.0560 


25700 


88.0448 


46.7183 


7.1409 


91.4354 


49.8908 


1764 


87.9859 


247.9150 


37.0435 


171.1781 


53.8641 


14300 


87.9270 


8.5217 


4.1702 


30.1439 


17.6914 


23044 


87.9270 


82.1050 


8.5017 


121.8644 


36.5958 


8427 


87.8681 


101.9817 


11.5440 


72.6342 


36.4304 


22813 


87.8681 


64.8033 


7.2348 


49.8179 


32.4204 


2078 


87.8681 


180.2883 


16.6676 


240.9317 


62.6361 


4474 


87.7503 


131.4750 


19.1233 


85.5978 


36.9258 


18572 


87.7503 


502.0983 


24.3683 


618.2184 


126.7957 
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TABLE 5PP: 


PHENOBARBITAL 


Attorney Docket No. 44921 -51 13WO 


Timepoint(s): 


3, 6 hrs - 






Document No. "1926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontox 


SD Nontox , 


1 6128 


87.6914 


47.1933 


3.0485 


41.0922 


15.6509 


6127 


87.6325 


29.2217 


3.0300 


19.2731 


11.0980 


322 


87.5736 


315.2583 


101.7477 


167.6254 


179.5607 


17908 


87.5147 


631.4850 


99.8304 


448.8885 


272.2225 


21623 


87.5147 


1849.5617 


285.7510 


2640.6595 


526.6026 


25934 


87.5147 


108.3600 


11.2170 


78.2071 


30.6302 


17473 


87.4558 


726.6917 


65.3995 


549.8209 


163.0577 


24344 


87.4558 


24.3100 


3.0090 


15.0805 


16.2966 


18561 


87.3969 


103.7367 


14.6907 


71.0113 


25.3026 


17316 


87.3675 


92.9033 


41.9868 


35.0549 


27.6487 


24897 


87.3380 


33.2817 


5.0574 


51.1797 


16.0051 


26032 


87.3380 


549.2150 


41.8194 


500.2287 


440.0381 


17203 


87.2203 


849.8833 


50,7371 


700.0617 


198.7016 


25758 


87.1025 


8.8067 


6.3127 


25.0490 


12.2567 


15247 


87.1025 


28.2567 


10.0770 


87.8161 


67.6582 


317 


87.1025 


28.7867 


2.6384 


36.8688 


21.1191 


1894 


87.0436 


33.2667 


5.5639 


43.9040 


35.0514 


8426 


86.9847 


165.3650 


18.4056 


118.2176 


49.8346 


713 


86.9258 


61.6683 


17.7126 


29.5460 


47.261 1 


25120 


86.9258 


16.2367 


1 .3500 


20.0574 


9.9894 


17727 


86.9258 


69.8133 


5.4972 


60.8142 


22.4131 


20740 


86.8669 


1095.0650 


159.1367 


819.4514 


! 345.4374 


17920 


86.8669 


33.0983 


8.3065 


61.4228 


23.5103 


13160 


86.8080 


63.0217 


12.0218 


91.0576 


22.2981 


23220 


86.8080 


91.2283 


6.6678 


71 .7726 


21.5988 


8107 


86.7491 


L 35.0667 


4.2768 


53.0259 


18.8437 


6967 


86.7491 


356.6400 


11.2272 


360.8622 


75.1059 


24423 


86.7491 


60.1067 


6.0386 


59.7485 


32.6172 


24735 


86.6902 


29.3517 


1.7515 


37.2044 


L 13.5864 


17480 


86.6902 


29.8967 


4.1483 


48.3796 


34.2764 


25639 


86.6902 


21,1433 


6.6639 


-5.3925 


22.1412 


25793 


86.5724 


15.7550 


7.2352 


3871074 


18.3617 


24427 


86.5724 


83.1600 


7.6888 


116.6971 


36.2771 


11239 


86.5724 


45.2917 


4.9620 


66.2497 


21,0172 


9842 


86.4547 


778.1100 


1 1 1 .6739 


I 526.1685 


210.3246 


11358 


86.4547 


50.4650 


6.7320 


36.9180 


25.9699 


4524 


86.4547 


93.2867 


10.2085 


71.2375 


30.9195 


19649 


86.3958 


30.0233 


3.3875 


42.4531 


14.7812 


20753 


86.3958 


485.7467 


38.7951 


362.5901 


118.8008 


23563 


86.3369 


28.9983 


6.3737 


7.7635 


28.0337 


1131 


86.2780 


197.2400 


20.6792 


150.0651 


42.8772 


15629 


86.2780 


38.1633 


5.8804 


64.7312 


28.4091 


20702 


86.2191 


66.7083 


9.2157 


50.8733 


29.7241 


436 


86.1013 


109.2083 


14.3536 


78.3475 


24.2797 


18898 


86.1013 


73.9867 


4.6392 


67.6641 


20.0070 


26012 


85.9835 


4.6750 


3.6080 


20.3717 


14.7448 


1640 


85.9835 


30.7583 


4.5124 


34.6732 


23.2584 


18494 


. 85.9246 


131.1500 


11.2742 


128.8468 


L 49.4198 


21409 


95.7597 


266.3033 


15.8457 


153.1239 


68.3114 


6044 


94.8174 


783.5067 


15.8705 


622.4593 


135.5204 


8053 


94.6996 


415.5983 


44.1993 


210.8615 


118.2898 


13401 


94.5819 


47.1967 


3.0137 


25.5906 


16.3073 
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TABLE; 5PP: 


PHENOBARBITAL 


Attorney Docket No. 44921-51 13WO 


Timepoint(s): 


3,6hrs 






$ ■., Pbcument No. 19262712 


GLGC ID NO. 


LDA Score 


MeanTox |SDTox |MeariNontox 


SD Nontox 


14375 


94.4641 


165.0800 


29.6997 


86.9849 


32.3799 


18406 


94.3463 


98.8733 


10.2641 


49.0038 


27.7333 


17210 


94.0518 


210.9617 


14.6953 


138.0324 


44.7156 


11870 


93.9340 


487.7750 


25.9381 


946.9646 


818.1707 


I 17540 


93.9340 


1961.1733 


200.8557 


1146.0335 


425.7501 


7171 


93.8751 


368.1850 


28.1205 


237.7318 


68.3220 


11596 


93.8163 


60.6533 


3.0436 


103.0055 


46.6734 


19271 


93.8163 


419.4033 


35.4474 


279.2055 


96.6563 


21390 


93.7574 


380.8233 


90.3442 


193.7824 


82.0631 


3477 


93.7574 


118.7317 


18.0895 


57.9498 


74.3034 


5999 


93.6985 


91.8767 


6.6790 


201.5907 


112.9905 


8081 


93.5807 


79.6667 


7.1812 


131.0524 


44.1763 


7434 


93.5218 


548.3750 


42.6663 


335.0612 


120.9031 


23944 


93.4040 


677.8500 


45.4018 


499.1061 


134.3490 


24604 


93.4040 


121.4433 


15.1830 


79.7727 


73.0805 


23034 


93.4040 


132.6850 


13.8055 


71.4759 


37.2351 


8048 


93.2862 


134.1633 


12.5851 


73.6077 


36.0260 


16609 


93.0506 


225.9067 


11.7104 


330.2502 


93.5395 


16409 


92.7562 


89.9900 


19.6646 


1.6079 


59.8891 


23542 


92.7562 


356.8367 


26.1540 


223.7336 


82.4482 


19384 


92.5795 


1717.6500 


92.0712 


2635.8927 


876.8582 


17767 


92.5795 


240.5950 


38.6143 


157.7913 


49.6677 


21510 


92.5795 


976.6817 


103.4538 


629.9400 


224.2569 


22729 


92.4617 


154.1833 


27.1141 


82.6701 


34.0447 


16490 


92.4617 


559.4117 


20.8678 


407.4154 


123.2992 


17358 


92.4028 


353.0283 


17.8645 


493.6994 


215.3840 


8595 


92.3439 


321.0183 


32.7308 


215.2353 


66.4038 


19035 


92.2850 


180.7533 


33.6881 


330.4614 


93.6456 


14560 


92.2850 


149.9917 


15.6263 


100.3550 


40.6198 


15235 


92.2261 


179.7467 


17.0594 


303.4877 


91.2074 


18272 


92.1673 


31.8250 


5.6630 


68.1814 


27.6820 


22318 


92.1673 


701.7683 


157.6327 


4206326 


161.2750 


8265 


92.1084 


108.1167 


4.0059 


128.0502 


42.8567 


22724 


91.9317 


138.8683 


8.5931 


94.2878 


39.6872 


13052 


91 .8728 


475.8100 


24.2593 


359.1517 


86.4540 


7994 


91.8139 


20.1067 


6.2453 


-6.0040 


18.5132 


4401 


91.6372 


32.9267 


2.0981 


44.3692 


17.2749 


10929 


91.5194 


97.3767 


19.6590 


195.5547 


72.1059 


17793 


91.5194 


179.4267 


12.1777 


120.4858 


55.2052 


5794 


91.4605 


236.0783 


18.8342 


174.2573 


40.8347 


2937 


91.4605 


444.0167 


12.0505 


527.4182 


111.2821 


16872 


91.4016 


45.5700 


6.4159 


78.8023 


27.7696 


22446 


91.4016 


229.4483 


20.7101 


108.1015 


110.3666 


19205 


91 .3428 


136.6883 


19.1017 


87.6963 


48.8843 


18684 


91 .3428 


177.2633 


32.2297 


107.4661 


40.4394 


11228 


91 .2250 


429.6483 


17.2201 


364.7606 


145.7708 


1600 


91.1072 


558.0083 


113.5306 


340.9151 


380.8938 


9421 


91.1072 


85.1267 


11.7750 


141.1911 


40.1432 


8372 


91.1072 


71.4917 


7.9482 


124.9891 


46.7788 


I 21275 


91.1072 


1327.7767 


184.0489 


825.3051 


295.8464 


21334 


91.1072 


305.7933 


22.0480 


216.7477 


97.3321 


23637 


91.1072 


277.9967 


19.4140 


177.7147 


88.1503 
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TABLE 5PP: PHENQBARBITAL Attorney Docket No. 44921 -51 13WO 



Timepoint(s): 


3, 6 hrsi 






Document No. 1926271.2 


GLGC ID NO. 


LDAScore 


Mean Tox 


SDTox 


Mean Nontox 


SD Noritox 


15873 


91.0483 


28.2883 


11.1767 


95.6395 


50.8733 


4641 


91.0483 


223.7517 


13.8053 


. 176.8867 


50.2984 


18477 


90.9894 


89.6033 


12.9067 


220,1180 


126.1461 


9440 


90.9305 


297.9000 


39.0511 


204.4944 


65.6249 


2702 


90.8127 


1027.5433 


75.5086 


819.9480 


298.9307 


8305 


90.7538 


333.4617 


51 .0712 


183.3841 


93 ? 5300 


21870 


90.6949 


89.4400 


9.9167 


145.8173 


48.7595 


5972 


90.6949 


45.4400 


4.5323 


79.1719 


32.6681 


14941 


90.6360 


27.3400 


6.9771 


8.4593 


15.7624 


3267 


90.6360 


32.9633 


2.8279 


36.1784 


36.6816 


3290 


90.5771 


476.7483 


68.1174 


315.5338 


111.4818 


11160 


90.5183 


68.9017 


5.1714 


[ 101.9135 


50.3872 


22833 


90.5183 


. 2150.8917 


100.5147 


1776.1048 


422.3499 


22770 


90.4594 


1300.1667 


127.4369 


831.1107 


321.4702 


6165 


90.4594 


484.4900 


49.1710 


319.8969 


132.6826 


22677 


90.4594 


704.8650 


57.6898 


447.9869 


189.5528 


23177 


90.4005 


164.1050 


11.4120 


110.1478 


58.8722 


6440 


90.3416 


860.7933 


57.5109 


628.9122 


168.6959 


18756 


90.3416 


177.0800 


17.4634 


144.8825 


93.7277 


3586 


90.2827 


122.2133 


23.4818 


47.5822 


53.4129 


2930 


90.2238 


33.2383 


6.6525 


68.7859 


27.9258 


2781 


90.1649 


238.2250 


41.4258 


139.3239 


94.3658 


19427 


90.1649 


2858.8950 


244.7747 


4712.5229 


1632.1355 


19187 


90.1649 


666.6067 


120.5731 


423.4085 


153.4523 
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85.4855 


155.9798 


25.8586 


100.9139 


29.7418 


10184 


85.3011 


65.7738 


11.0726 


47-^190 


29.6594 


23166 


85.2494 


803.0931 


135.0776 


554.2574 


134.6423 


2812 


85.0649 


260.6331 


20.5246 


209.4276 


67.4652 


15617 


85.0133 


358.1674 


90.7948 


201.1478 


88.3829 


20865 


84.8878 


17.5879 


4.9904 


34.5315 


23.9237 


1522 


84.7772 


266.2481 


52.5727 


133.0600 


79.4296 


17175 


84.7181 


2109.4948 


406.0626 


1616.7930 


347.8754 


16610 


84.7181 


678.4661 


152.0508 


434.5880 


143.6682 


4222 


84.7181 


1345.6535 


119.5917 


1041.4001 


182.9729 


14882 


84.7107 


98.3635 


44.7153 


357.1001 


235.4039 


17311 


84.5927 


272.4710 


57.6656 


345.9850 


177.8414 


24442 


84.5927 


15.6709 


3.5798 


30.5643 


16.2281 


22872 


84.4820 


186.9126 


30.6677 


144.0764 


27.4023 


17257 


84.4746 


7.4680 


13.6777 


33.3888 


24.3803 


9621 


84.2459 


1001.6635 


177.2985 


742.0244 


172.5933 


18687 


84.2385 


714.6949 


164.9431 


524.6853 


431.9159 


2854 


84.1868 


981.5269 


193.5656 


708.2228 


204.3735 


2846 


84.1795 


32.3373 


6.7668 


52.0268 


19.4397 


25209 


84.1204 


134.8290 


20.0950 


173.4607 


35.2965 


21014 


83.9433 


337.1251 


132.2624 


831.8178 


437.4549 


16301 


83.8843 


29.6913 


9.3388 


147.1134 


147.4717 
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TABLE 5RR: Steatosis Hepatitis Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 


Various 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontax 


SD Nontax 


2970 


83.8843 


94.8343 


36.2477 


469.0053 


378.7833 


43 


83.8253 


95.0473 


24.4303 


168.9235 


82.5741 


15187 


83.8253 


40.9961 


14.5866 


92.0644 


50.3244 


4312 


83.7072 


140.4283 


20.3414 


137.0534 


143.0579 


1349 


83.6555 


4.5790 


14.2513 


26.3607 


13.9367 


4012 


83.6482 


199.0173 


49.2719 


528.3823 


309.9721 


15598 


83.5375 


436.6163 


126.3227 


595.9171 


114.7644 


16257 


83.2940 


120.1651 


44.8306 


213.3309 


82.6373 


11756 


83.2940 


46.2571 


15.0628 


98.4407 


66.7424 


24469 


83.2423 


1846.1886 


131.4833 


1501.8306 


250.6679 


25203 


83.2349 


21.2508 


14.0690 


58.4361 


32.8798 


4091 


83.2349 


1154.8765 


62.7666 


1146.3649 


208.9862 


1174 


83.2349 


132.0203 


45.9040 


594.4760 


533.6458 


17900 


83.2349 


376.3963 


20.5938 


379.6867 


75.1632 


243 


83.1833 


26.1939 


8.5679 


10.3680 


11.6277 


12028 


83.1833 


69.7726 


10.2915 


46.4106 


16.1794 


11153 


83.1759 


212.2358 


22.2283 


277.4671 


84.3277 


18867 


83.1759 


212.1526 


35.0836 


310.1561 


158.2294 


9136 


83.1169 


443.5870 


52.1209 


527.6480 


154.0016 


22918 


83.0652 


264.4065 


53.0544 


181.4009 


65.3761 


16511 


83.0579 


57.6629 


21.3646 


150.3932 


107.6622 


18226 


83.0062 


352.2586 


53.7584 


265.4117 


58.1286 


13647 


83.0062 


2818.4265 


424.9860 


2114.8683 


494.7779 


24247 


82.9988 


68.1320 


8.9733 


76.7161 


79.9124 


! 24697 


82.9398 


159.3628 


13.2799 


137.3243 


30.8676 


! 21006 


82.8217 


22.0309 


10.4330 


78.5476 


71.9546 


2118 


82.7037 


55.3801 


10.3998 


34.0886 


26.2023 


17171 


82.6520 


611.8070 


195.5182 


385.6650 


181.1771 


17431 


82.5930 


289.5151 


19.0531 


228.1524 


66.1351 


19086 


82.5856 


364.2333 


45.0409 


402.6738 


162.6088 


15300 


82.4085 


357.7895 


75.7624 


645.2803 


346.3525 


1531 


82.4085 


27.9689 


21.0821 


145t5954 


131.3707 


28 


82.4085 


15.2390 


8.1425 


59.0361 


45.8997 


1435 


82.2978 


1346.2631 


216.6893 


928.8676 


279.2168 


2694 


82.2314 


31.1421 


14.6474 


71.3906 


36.4852 


17999 


82.1207 


583.1346 


194.0468 


969.2270 


261.6142 


6049 


81.9510 


1813.9160 


443.0417 


1211.0265 


281.3449 


10949 


81.9362 


146.9866 


79.4596 


454.1877 


294.4705 


1801 


81.8846 


129.7823 


30.1046 


101.4297 


28.4270 


22909 


81.8182 


86.0510 


10.1046 


72.9125 


21.7110 


| 6773 


81.7665 


41.0870 


9.5461 


24.0782 


11.7849 


19085 


81.7591 


289.4649 


34.3120 


317.6259 


119.7352 


15259 


81.7149 


521.7283 


135.1784 


334.4770 


97.1304 


16366 


81.6485 


148.1950 


57.8374 


318.3341 


133.7816 


11962 


81.6411 


22.0761 


15.6265 


-3.6199 


25.2606 


24327 


81.6411 


1226.5344 


163.0614 


J_ 1025.6416 


.343.4248 


4647 


[ 81 .641 1 


232.5336 


24.7594 


213.0748 


64.7389 


15408 


81.5304 


153.8638 


47.6026 


96.9103 


58.9378 


20101 


93.5655 


457.3543 


54.9640 


255.5246 


119.6932 


3981 


92.4439 


22.3400 


17.8805 


207.1497 


218.9264 


14102 


92.3849 


598.4706 


74.9775 


376.7397 


119.6691 


15088 


91.2633 


276.6378 


19.6658 


211.6503 


57.2248 
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TABLE 5RR: Steatosis Hepatitis ..; 


Attorney Docket No. 44921 -51 1 3 WO 


Timepoint(s): Various 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


MeanNontox 


SD Nontox 


23681 


89.6104 


550.3775 


49.3547 


411.9819 


117.0779 


16169 


89.5514 


4249.6308 


771.6653 


2770.7456 


1389.5855 


15858 


89.4923 


116.2461 


35.2770 


57.1735 


51.3704 


I 13634 


88.8430 


2779.3188 


138.0727 


2869.3730 


1055.1649 


17307 


88.7839 


266.2534 


25.5037 


208.7619 


41.9660 


9927 


88.6659 


168.3848 


18.7265 


258.6551 


101.2129 


| 16404 


88.3707 


179.4313 


37.6465 


110.8063 


48.3766 


20102 


88.1420 


549.4816 


129.3233 


287.8646 


106.3704 


19035 


88.0756 


232.9458 


24.6635 


330.3220 


94.1324 


10984 


88.0165 


58.2085 


26.4728 


177.5192 


111.6921 


23471 


87.7214 


93.2310 


13.2546 


142.5668 


93.4378 


8584 


87.6623 


33.8354 


71.9923 


288.0836 


213.3921 


16985 


87.5517 


1877.4846 


343.7114 


1276.9794 


277.6955 


14379 


87.4852 


54.1475 


10.4474 


28.2413 


20.6582 


18095 


87.4336 


2521.0894 


113.0567 


2003.5526 


346.6912 


8227 


87.3672 


29.5505 


6.8860 


59.2567 


31 .4269 


16405 


87.3155 


319.2406 


95.0364 


99.6563 


104.5605 


11969 


87.2491 


38.7705 


3.6354 


31.6632 


25.9316 


20055 


87.1901 


235.5269 


54.4351 


125.2405 


104.0420 


6004 


86.8949 


684.5655 


164.7374 


1122.3866 


329.3794 


2702 


86.8433 


1306.1274 


292.2685 


816.8265 


294.8871 


20396 


86.8433 


588.4740 


83.2776 


422.3242 


92.0954 


23108 


86.7769 


97.8548 


22.6590 


61.3262 


26.8007 


6692 


86.6588 


256.7388 


25.0557 


370.1926 


122.6576 


19196 


86.5998 


65.0639 


5.9925 


83.8726 


26.1090 


23358 


86.5481 


349.5090 


67.6587 


521.4563 


99.2611 


18094 


86.4300 


2911.0743 


473.2775 


1995.8513 


500.5462 


14224 


86.3046 


241.5544 


12.5218 


236.1297 


55.3536 


11527 


86.2530 


426.3274 


72.5160 


254.5231 


93.6394 


23338 


86.1939 


5750.4274 


764.9815 


4346.6627 


764.5263 


17297 


86.1349 


1114.1456 


121.0307 


835.9664 


163.9477 


23504 


86.0168 


790.1519 


124.0210 


540^148 


141.7137 


8917 


85.7807 


117.8224 


31.2363 


53.4996 


44.2516 


17618 


85.7143 


159.7138 


8.4220 


149.3617 


32.9493 


6240 


85.7143 


128.7299 


32.0724 


63.9880 


90.4755 


3153 


85.6553 


74.6275 


20.3271 


38.5638 


34.0235 


5208 


85.5962 


2162.8751 


262.7970 


2662.0320 


1360^5467 


18756 


85.5372 


1 1 1 .7006 


15.7015 


145.4240 


93.8193 


2988 


85.5372 


160.1736 


20.5662 


123.7956 


32.5908 


24373 


85.4191 


137.6193 


19.9943 


208.6827 


74.8221 


10157 


85.3601 


714.5535 


186.1251 


476.1838 


261 .7957 


4196 


85.3084 


29.9756 


18.0007 


-10.8080 


37.0401 


15382 


85.3011 


1793.5466 


189.5163 


2166.0173 


895.0360 


15645 


85.3011 


898.0199 


129.1839 


1328.1020 


420.2625 


2548 


85.2494 


1623.5571 


886.0803 


1699.5642 


523.0992 


14561 


85.1240 


139.5658 


17.4653 


195.4121 


54.3948 


23444 


85.0649 


725.4740 


60.1504 


641.4610 


186.2244 


5331 


85.0133 


473.7515 


51.8184 


355.1758 


65.9662 


24270 


85.0133 


1051.8966 


124.7951 


714.5563 


217.3034 


23505 


84.9543 


1736.2586 


205.8525 


1292.2918 


317.2629 


2781 


84.8952 


277.9186 


56.8619 


138.7155 


93.7908 


12591 


84.8952 


114.7761 


47.3337 


52.3927 


38.0594 
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TABLE 5RR: Steatosis Hepatitis 
Timepoint(s): Various 


Attorney Docket No. 44921 -511 3VVO 
Document No. 1926271 .2 


GLGC ID NO. 


LDA Score 


MeanTox 


SDTox 


Mean Nontox 


SD Nontox 


7379 


84.8878 


56.9178 


15.1308 


95.6125 


35.5607 


14527 


84.7772 


315.2640 


84.1405 


162.6233 


85.9069 
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TABLE 5SS: TACRINE * 


L- ' • ! ". -.*•.. 


Attorney Docket No. 44921 -511 3WO 


Timepoint(s): 


24 hrs 






Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontax 


SD Nontax 


2970 


NA 


103.5400 


0.0000 


466.3530 


378.7759 


16562 


100.0000 


53.2050 


0.0778 


147.5822 


50.5004 


17937 


100.0000 


137.4650 


0.8132 


47.8450 


36.2754 


23699 


100.0000 


127.7450 


0.1061 


292.0689 


298.6437 


18578 


100.0000 


200.5000 


0.0283 


137,2611 


102.3528 


11297 


99.9414 


37.9450 


0.1344 


23.0256 


10.2062 


16768 


99.9414 


115.2200 


3.691 1 


235.4470 


85.7427 


17883 


99.9414 


22.7750 


0.0071 


23.6963 


56.0307 


911 


99.8828 


228.0600 


3.6345 


91 .4573 


41.4833 


1517 


99.8828 


37.9800 


0.0707 


22.2816 


19.0014 


9037 


99.8828 


25.8050 


0.0212 


5.5973 


13.5195 


16450 


99.8828 


218.9750 


0.5020 


151.7440 


64.1750 


14621 


99.8828 


110.1850 


0.2899 


186.4561 


49.4775 


16148 


99.8242 


151.7550 


2.5244 


488.1605 


363.4180 


17740 


99.8242 


883.5250 


8.3226 


1816.3087 


404.2780 


19106 


99.8242 


25.6850 


0.0495 


11.2130 


12.4027 


24825 


99.8242 


112.3550 


10.8117 


853.2472 


419.7833 


24019 


99.8242 


174.4150 


0.7566 


89.1189 


42.6537 


7176 


99.8242 


912.2000 


32.5552 


L_ 304.6680 


131.4952 


19 


99.7655 


1561.6350 


48.5570 


710.5550 


209.8161 


' 21981 


99.7655 


133.9500 


0.6223 


278.2877 


80.6929 


1639 


99.7655 


57.4200 


0.3960 


114.0865 


36.2433 


11314 


99.7655 


122.8500 


0.1273 


146.9278 


31.6112 


25747 


99.7655 


1532.5500 


1.4991 


2038.1920 


747.4137 


910 


99.7655 


248.2550 


2.4961 


110.8944 


39.7258 


6539 


99.7655 


[ 209.2400 


7.4105 


-2.3766 


79.2497 


9866 


99.7069 


68.4400 


0.2687 


10.7564 


31.7018 


25312 


99.7069 


21.7950 


0.0919 


4.4223 


12.9729 


4349 


99.7069 


3.4350 


0.0636 


20.2799 


14.0476 


1557 


99.7069 


68.1550 


1.6758 


16.5620 


14.3231 


I 3902 


99.7069 


555.2450 


29.9601 


225.8690 


65.0409 


1573 


99.7069 


27.5150 


0.0354 


2(L3497 


9.9939 


i 13480 


99.7069 


124.8150 


2.2840 


326.1053 


98.6026 


25039 


99.7069 


139.7100 


3.8891 


493.3188 


177.1522 


9929 


99.7069 


76.6600 


1.5132 


230.3032 


125.8165 


16029 


99.7069 


26.6000 


0.1131 


8.3887 


9.2948 


15579 


99.6483 


2.0600 


1.9658 


597.7420 


505.0392 


18293 


99.6483 


185.3350 


12.2259 


654.3397 


377.2083 


17101 


99.6483 


932.8750 


20.5415 


456.5038 


163.8760 


23321 


99.6483 


57.4550 


0.3606 


115.5587 


| 42.3639 


23679 


99.6483 


330.0850 


2.4678 


175.8115 


i 93.7772 


15174 


99.6483 


113.6400 


0.3394 


51.8665 


47.8465 


18366 


99.6483 


161.0050 


0.8980 


78.4435 


28.8015 


2439 


99.6483 


68.3100 


0.0707 


74.7484 


19.1290 


20494 


99.6483 


-1 .3650 


1.6617 


194.2949 


182.8439 


21709 


99.6483 


67.7450 


0.5020 


136.4161 


58.0181 


19326 


99.5897 


180.5800 


0.1273 


150.5905 


44.0303 


25137 


99.5897 


46.0700 


1.0465 


14.4783 


7.8661 


22352 


99.5897 


834.5500 


6.4205 


437.3252 


225.0369 


3405 


99.5897 


1032.9150 


20.2020 


564.5727 


154.6144 


18810 


99.5897 


280.2150 


4.9427 


476.2396 


104.9007 


15402 


99.5897 


98.2750 


0.1626 


109.8581 


59.7301 
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TABLE 5SS: 


TACRINE 




Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


24 hrs 






' Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox ; 


17421 


99.5311 


117.6850 


0.5303 


I 208.5176 


59.8855 


17691 


99.531 1 


47.6100 


0.5515 


103.9200 


37.6788 


22025 


99.531 1 


1325.1750 


6.7670 


2624.1173 


862.3145 


820 


99.5311 


112.7300 


4.8083 


1031.5106 


716.5980 


906 


99.5311 


58.8300 


0.4808 


36.371 1 


22.7198 


16139 


99.531 1 


107.5250 


0.6576 


60.5581 


20.7526 


11350 


99.5311 


2.5000 


0.2263 


24.4079 


14.0898 


17469 


99.531 1 


3.4650 


6.2013 


72.0691 


33.2045 


15659 


99.4725 


209.7700 


2.8143 


106.9566 


33.7689 


16807 


99.4725 


131.5900 


6.6468 


871.6723 


71 2.7876 


16085 


99.4725 


24.3100 


0.8768 


97.4730 


51.1015 


20405 


99.4725 


44.9500 


0.9758 


218.9129 


96 9160 


21955 


99.4725 


111.5200 


1.7961 


38.9004 


28 5789 


505 


99.4725 


28.4700 


0.0990 


19.3321 


8.9706 


21903 


99.4725 


203.2450 


1.1526 


404.9279 


203 6163 


17953 


99.4725 


86.1750 


3.5992 


175.8246 


43.7674 


20746 


99.4138 


2064.7150 


56.5898 


561.9233 


300.1698 


13464 


99.4138 


110.1150 


1.1667 


46.6698 


31 2359 


18450 


99.4138 


493.3850 


0.7000 


561.9134 


1 25 3520 


631 


99.4138 


22.9550 


0.3182 


10.9420 


6.1584 


326 


99.4138 


25.9550 


0.1061 


24.9881 


34 8308 


22321 


99.4138 


1811.4350 


11.5046 


831.5685 


434.1778 


5496 


99.3552 


58.5050 


0.4738 


164.5488 


97.5220 


18281 


99.3552 


26.2250 


0.1061 


35.9166 


15.1228 


21115 


99.3552 


147.2300 


3.7901 


40.4477 


45 8975 


16930 


99.3552 


163.0450 


3.7972 


612.6991 


336 3550 


15151 


99.3552 


51.3000 


1 .0889 


87.6226 


19.2414 


15301 


99.3552 


479.7200 


6.2084 


269.3189 


180 9814 


25528 


99.3552 


67.0600 


0.7920 


37.8852 


14.6198 


24865 


99.3552 


105.7450 


87.8863 


2.3034 


7.8968 


21909 


99.3552 


20.4650 


6.6822 


78.8265 


27.9688 


133 


99.2966 


261 .8850 


7.3893 


88^113 


72.5302 


2368 


99.2966 


275.6100 


5.7558 


464.1293 


104.7198 


537 


99.2966 


298.8550 


30.7521 


921 .2896 


355.0487 


16895 


99.2966 


23.9200 


2.4324 


265.7455 


167.2385 


1422 


99.2966 


32.7550 


2.0577 


78.3471 


20.8470 


18724 


99.2380 


125.5800 


0.7354 


205.6322 


135.5263 


6968 


99.2380 


87.2650 


2.1001 


154.7789 


34.2473 


1537 


99.2380 


22.5050 


0.1202 


18.0736 


11.2864 


21078 


99.2380 


22.0350 


4.4194 


136.3941 


75.5033 


600 


99.2380 


146.2900 


15.3584 


326.7648 


62.0976 


1946 


99.1794 


39.6950 


0.1909 


49.7693 


30.5278 


18618 


99.1794 


3136.4250 


23.9638 


2253.7834 


363.2427 


18226 


99.1794 


394.7000 


7.7499 


265.9230 


58.3964 


17075 


99.1794 


1360.9150 


78.6939 


745.6014 


159.0414 


| 17742 


99.1794 


741.7900 


64.3043 


1389.8200 


241.1768 


13974 


.99.1208 


983.5250 


1.5486 


911.4101 


257.2852 


23202 


99.1208 


51.2400 


0.1556 


63.1458 


24.7472 


15673 


NA 


776.5300 


0.0000 


1000.9494 


162.8365 


| 23177 


NA 


152.0700 


0.0000 


110.4291 


58.8790 


I 12583 


100.0000 


136.8350 


5.9326 


23.2650 


13.8216 


11818 


100.0000 


5,2000 


5.8690 


107.5256 


37.0268 
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Timepoint(s): 
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GLGC ID NO. 


LDA Score 


MeanTox \ 


SD To* 


Mean Nontax 


SD Nontax 


9821 


100.0000 


428.2800 


4.3275 


150.1009 


47.3008 


17865 


100.0000 


667.4100 


0.7495 


398.5542 


61 .9791 


6225 


100.0000 


88.7050 


0.4738 


15.2678 


22.6247 


11179 


100.0000 


30.9350 


0.0071 


60.8276 


35.2934 


4401 


100.0000 


2.1500 


0.0849 


44.3877 


17.1401 


6824 


100.0000 


1792.0800 


0.2263 


2125.4592 


576.8841 


15088 


, 100.0000 


263.1500 
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212.1390 
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165.6150 


0.2899 


69.9456 


40.4303 
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120.9600 
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-29.1350 
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37.6392 


34.0107 


3833 
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212.2015 
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347.6728 
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225.8000 
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6841 
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110.1302 
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100.0000 
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0.4384 
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21.4600 


0.2687 
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356.1780 
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1335 
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140.3450 
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150.1717 
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44.2300 
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0.8627 
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2.9350 
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99.9414 
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99.8828 
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10531 
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17746 
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14705 


99.8828 
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9475 
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0.1344 
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148.0400 
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12726 
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0.1768 


123.2551 
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5013 


99.8828 
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175.0053 


133.7395 
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26.2597 


7582 


99.8828 


119.0450 


0.2051 


227.8981 


72.8248 


14892 


99.8828 


184.1750 


0.5869 


110.7287 


34.8198 
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99.8242 
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47.9843 


708.2736 


243.9230 


4979 


99.8242 


39.8400 


0.0424 


66.6662 


27.2960 


2241 


99.8242 


261.1550 


0.7849 


162.3622 


41.5715 



03065993A2J_> 



WO 03/065993 



PCT/US03/03482 



846 
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Timepoint(s): 24 hrs ' Document No. 1926271,2 



GLGC ID NO. 


LDA Score 


MeanTox 


SDJox 


Mean Npntox 


SD Nontax 


12899 


99.8242 


134.2800 


8.4994 


-29.1558 


30.8640 


14664 


99.8242 


929.0850 


23.9073 


340.3356 


111.8307 


6384 


99.8242 


345.4500 


0.6930 


217.9104 


70.0789 


17715 


99.8242 


62.9250 


0.1061 


147.4092 


98.6284 


7323 


99.8242 


-179.2950 


5.6922 


48.8643 


68.4894 


23587 


99.8242 


232.2050 


0.2475 


161.2546 


47.9947 


9490 


99.8242 


175.0800 


0.1273 


145.9418 


44.6498 


2972 


99.8242 


142.3650 


1.2374 


328.6134 


114.7261 


6943 
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106.8212 


35.5143 


2321 
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27.6550 


0.0778 


10.5680 


15.9059 


8321 


99.8242 


178.8000 


0.0566 


219.9885 


53.5920 


497 


99.8242 


753.6750 


11.4905 


327.0064 


110.0074 


20473 


99.7655 


65.3050 


0.0636 


56.9158 


24.3544 


11347 


99.7655 


24.0050 


0.1344 


1.7679 


13.9558 


7519 


99.7655 


740.2500 


2.6163 


491.8320 


103.7716 


11391 


99.7655 


328.4000 


1.1172 


193.7570 


58.3774 


16216 


99.7655 


1901.4250 


12.7209 


907.4193 


450.4118 


3828 


99.7655 


58.9300 


0.8202 


495.1482 


311.7184 


2690 


99.7655 


95.5900 


0.5233 


163.8505 


41.7294 


3784 


99.7655 


39.5150 


0.6859 


152.3127 


55.1464 


18891 


99.7655 


-12.8400 


0.6930 


86.7338 


100.8369 


26178 


99.7655 


147.0400 


0.1414 


114.1493 


47.2295 


5648 


99.7655 


63.0100 


0.0707 


71.4211 


67.6753 


16096 


99,7655 


109.5850 


0.6718 


312.5899| 123.1645 
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TABLE 5TT: TACRINE r Attorney, pocket No, 44921&113WO 



Timepoint(s): 


3, 6 hrs 


■ .' • ■ ■ 




Document No. 1 926271 .2 


GLGC ID NO. 


LD A Score 


Mean Tox 


SDTox 


Mean Noptox 


SD Nontox 


23872 


98.2311 


983.9157 


199.5701 


169.3366 


159.0538 


23869 


97.3467 


944.6771 


246.7732 


161.6538 


148.8786 


23871 


97.1698 


242.4357 


65.5672 


62.6747 


45.8812 


1727 


'96.9340 


1272.3400 


165.9392 


418.9107 


278.1729 


23868 


96.8750 


2801.2214 


912.7085 


558.8429 


490.7302 


3455 


95.7547 


962.2329 


214.2881 


425.5533 


159.6486 


21491 


95.3420 


357.2600 


78.9511 


148.4809 


68.7493 


9867 


94.8113 


36.6957 


13.5717 


4.6744 


14.9516 


24019 


94.2807 


140.3343 


7.1887 


88.8973 


42.7219 


15301 


93.9269 


543.6229 


106.4752 


267.5508 


179.8524 


20162 


93.8679 


195.4343 


52.9686 


75.5634 


83.7044 


21843 


91.8632 


75.2929 


9.0362 


125.4918 


35.1651 


24431 


91.4505 


618.7814 


107.0189 


401.8212 


308.9506 


22351 


90.4987 


260.7714 


102.1942 


70.5961 


34.5315 


11454 


90.2123 


368.4943 


69.4484 


229.5099 


104.8890 


19781 


89.6142 


133.5629 


65.2530 


35.5182 


23.0719 


26004 


89.1509 


40.3357 


3.5908 


29.9473 


17.2507 


26047 


89.1425 


742.4829 


395.6452 


163.2843 


191.4115 


22352 


89.1425 


1048.5257 


299.0050 


433.2167 


218.1184 


3454 


89.0246 


599.5071 


179.2829 


223.6597 


105.2919 


3549 


88.8561 


271.9486 


22.9828 


359.7190 


79.6038 


818 


88.8561 


2999.9686 


195.7954 


2873.8541 


1774.9830 


15137 


88.8561 


1171.0057 


61.7411 


1 542.2644 


344.0244 


23895 


88.6792 


148.5471 


18.9320 


104.2024 


32.0240 


17161 


88.5613 


3345.4814 


341.4743 


2226.7127 


732.6571 


4327 


88.1486 


514.3543 


94.9936 


329.7588 


115.1570 


1337 


88.0307 


75.7114 


.13.0368 


119.1759 


32.3055 


23329 


87.7948 


29.2800 


3.9824 


50.0744 


19.5731 


| 132 


87.3821 


236.7686 


35.9937 


154.0949 


82.2401 


857 


87.3147 


44.4086 


20.5752 


13.8536 


14.2781 


18361 


87.2642 


1863.7886 


229.8218 


1260.9934 


453.3423 


4091 


87.2052 


1173.1129 


49.0403 


1146.2244 


208.8874 


13930 


87.1378 


362.8271 


59.2915 


197.2753 


96.9124 


23033 


86.8514 


320.3129 


45.0084 


501.2156 


150.5150 


4325 


86.6156 


27.8486 


3.0351 


37.0113 


12.3454 


606 


86.5566 


23.2757 


13.4089 


-8.4886 


32.2487 


16112 


86.4303 


205.9771 


51.1321 


110.6604 


43.2425 


8898 


86.3797 


681.9729 


54.9702 


873.0014 


192.5576 


591 


86.2618 


51.8857 


9.5042 


37.2297 


17.1190 


18192 


86.1439 


24.2386 


3.0385 


17.9108 


10.6304 


4418 


86.1439 


39.6086 


4.1019 


36.2465 


20.7007 


15850 


86.0849 


2260.5871 


113.1967 


1963.9867 


351.4734 


721 


86.0259 


39.0914 


2.6735 


39.2985 


15.6963 


25170 


85.8996 


146.6771 


30.1536 


79.9596 


33.4173 


11210 


85.7817 


71.1100 


16.1524 


37.6047 


19.0501 


15558 


85.7817 


552.7314 


90.1649 


397.9835 


79.0101 


17516 


85.6722 


83.0700 


12.5387 


136.9241 


61.1138 


6595 


85.6722 


149.9043 


9.5285 


153.6331 


51.9185 


3787 


85.4953 


22.4786 


8.0402 


44.5831 


18.2475 


347 


85.1415 


77.8900 


7.9839 


63.7338 


23.1654 


10340 


85.0825 


71 .7429 


6.7812 


65.4609 


26.8971 


15154 


84.9646 


350.5100 


33.6014 


484.6277 


169.7843 
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oz.yoyy 


34.7829 


O.000U 


QR 9991 


OC QQQH 
ZO.OOC7 1 


21952 


82.8420 


92 7100 


ft ftoftn 


104 6165 


24.5455 


16198 


82.8420 


85 6000 




106.7979 


. 36.2553 


] 18043 


82.7746 


242.9629 


47.7755 


134.6822 


78.5403 


16312 


82.7662 


81.1243 


32.7066 


29.5812 


16.8308 


.25680 


82.7241 


1015.3886 


84.0886 


1069.6719 


309.2812 


489 


82.6651 


104.0043 


42.1703 


448.3203 


474.2084 


20018 


82.6567 


63.5329 


23.0792 


28.2982 


29.9847 


22885 


98.9387 


541.7457 


169.0885 


2211.0320 


675.9507 


23230 


98.5849 


1295.2471 


199.3443 


571.5190 


168.5048 


5469 


98.4670 


421.8157 


52.6613 


186.1822 


57.1558 


18434 


98.0542 


1046.3314 


221.9096 


407.3745 


155.6930 
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TABLE 5TT: TACRINE 


...... ■• .'. 


Attorney Docket No. 44921-51 13WO 


Timepoint(s): 


3, 6 hrs 






Document N6. 1926271.2 


GLGC ID NO. 


LDA Score,. 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


2655 


97.5236 


2475.9571 


371.0665 


935.1263 


451.1893 


6609 


97.1108 


1867.3343 


242.4095 


1049.5035 


268.0560 


19723 


96.8750 


621.8243 


120.1396 


223.6366 


107.1919 


i 8143 


96.8750 


732.2643 


205.8705 


233.9692 


130.1926 


3759 


96.6392 


564.7314 


109.3751 


269.4965 


85.1330 


13618 


96.4033 


367.5214 


52.1896 


211.8028 


50.0483 


6897 


96.0495 


593.9971 


153.4014 


248.0066 


103.3599 


22263 


95.4599 


239.3829 


15.2776 


162.7295 


42.5036 


21579 


94.9882 


795.9300 


174.8529 


317.0796 


168.2579 


21698 


94.3396 


158.7829 


19.9094 


99.2156 


29.8815 


14760 


93.6321 


92.0071 


9.3269 


49.1990 


29.1956 


23404 


93.5142 


151.5843 


19.6418 


87.2057 


34.0529 


14335 


93.0425 


118.0571 


9.0830 


76.8193 


26.7527 


8496 


92.8066 


183.1171 


31.5137 


90.3151 


49.3134 


21275 


92.6297 


1405.4471 


219.8437 


824.0714 


294.0943 


16970 


92.5118 


892.4200 


42.6024 


687.2892 


137.0219 


21311 


92.3349 


53.3343 


4.1858 


41 .5706 


44.5722 


7516 


91.8548 


295.6343 


274.9823 


0.8575 


26.4925 


22213 


91.6863 


530.3829 


40.2104 


409.7618 


68.5797 


10182 


91.6779 


186.3914 


154.9259 


-1 1 .5268 


23.4917 


6174 


91.5094 


215.1714 


60.5651 


426.5655 


141.5273 


2091 


91 .4505 


325.2514 


37.5717 


225.2499 


60.2522 


11575 


91.2146 


436.5614 


29.2897 


330.7193 


68.1583 


11435 


91 .0967 


316.1843 


24.2358 


230.3909 


55.2187 


2099 


90.9198 


1175.9557 


129.3827 


843.5866 


201.7875 


14380 


90.9198 


106.1314 


36.8391 


246.8648 


98.3464 


2264 


90.9198 


186.3171 


5.0135 


171.8866 


40.4568 


16671 


90.5660 


-6.0429 


17.1202 


42.1197 


32.5907 


14560 


90.4987 


261.7629 


113.7426 


99.3738 


36.9173 


14519 


90.3892 


160.4557 


21.9361 


96.2858 


48.6230 


5255 


90.3892 


381.4500 


66.3175 


207.3205 


103.0740 


6290 


90.3302 


89.6057 


* 10.1914 


139t9339 


38.8379 


5996 


90.2712 


49.2986 


7.2405 


85.3905 


31.1449 


8296 


90.1449 


393.2786 


147.6801 


191.9145 


53.1043 


15113 


90.0943 


126.7786 


27.2254 


197.3593 


46.6165 


5781 


90.0859 


501.0557 


244.4327 


149.5959 


84.9565 


11763 


89.9680 


528.6914 


154.1662 


140.6452 


91.6764 


2188 


89.9175 


192.4186 


22.8709 


134.4135 


46.3205 


13645 


89.7995 


66.4886 


10.0597 


110.0156 


34.2365 


19248 


89.7911 


346.9700 


50.8054 


206.7090 


45.5772 


2245 


89.7406 


105.8314 


19.1335 


66.9590 


25.5685 


12394 


89.6816 


307.2057 


35.4213 


227.1283 


58.3315 


4049 


89.6816 


132.2857 


61.4232 


614.3919 


444.7317 


15089 


89.6816 


442.7000 


20.8373 


533.5996 


172.1683 


12926 


89.6226 




38.1427 


174.9156 


60.1284 


5012 


89.6226 


870.4286 


111.6776 


601.7194 


169.5134 


8036 


89.4963 


235.6100 


70.8868 


116.9312 


71.8052 


5953 


89.4373 


877.7186 


141.1901 


335.6551 


165.5331 


18485 


89.4373 


108.1371 


48.6663 


46.6956 


19.7346 


8173 


89.3194 


851.6057 


159.8917 


531 .4632 


114.8422 


6974 


89.2689 


369.1186 


55.1827 


257.2524 


90.9307 


22387 


89.0330 


701.4071 


84.0406 


1048.8351 


263.6860 



03065993A2_1_: 



WO 03/065993 PCT/US03/03482 



850 



TABLE 5TT: TACRINE Attorney Docket No. 44921 -511 3WO 
Timepoint(s): 3,6'hrs V Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


MeanTox 


SD Tox : 


Mean Nohtox ! 


SD Nontox : 


18693 


89.0246 


567.9229 


125.7617 


289.8807 


87.3101 


20903 


88.9067 


966.5000 


493.5537 


367.7951 


211.7213 


17335 


88.8561 


68.9543 


13.2696 


120.2965 


36.3013 


7596 


88.8561 


87.9186 


22.8738 


163.2979 


57.8696 


12354 


88.6792 


70.4057 


19.4453 


154.7402 


77.0413 


26119 


88 6203 


377.0443 


46.4320 


273.5277 


78.1566 


23299 


88.6119 


2931.3757 


1162.8723 


1233.7692 


549.6677 


17614 


88.5024 


71.4400 


30.5388 


161.5714 


61.4038 


12873 


88.4939 


294.7614 


104.1976 


121.3084 


57.0812 


16688 


88.3844 


889.9757 


79.2459 


688.0041 


195.6798 


22211 


88.3844 


1882.0186 


167.2309 


1371.5057 


365.0129 


16216 


88.3170 


2072.7771 


540.1016 


900.1439 


439.3844 


11421 


88.2665 


145.5086 


7.1754 


171.6296 


43.5099 


7161 


88.0896 


231.7743 


_ 31.5337 


160.3439 


49.0815 


2049 


88.0896 


264.4686 


34.1012 


166.5597 


82.0812 


22366 


87.9717 


133.9971 


48.5983 


224.4516 


62.2997 


5937 


87.9043 


637.3071 


115.7359 


371.3326 


97.1509 
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TABLE 5UU: 


TAMOXIFEN/ 


Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 


24 hrs 






. Document No. 1 926271 .2 


6LGC-ID.NO. 


LDA Score 


Mean Tox 


SDTox 


Mean Nontbx ;z 


SD Nontax 


I 20712 


99.3537 


73.2350 


4.2969 


246.6146 


132.6729 


537 


99.2949 


301 .4650 


34.4555 


922.7402 


354.1958 


819 


99.1187 


350.7650 


21 .4528 


1706.0754 


942.9961 


14964 


98.3549 


77.4925 


7.9388 


296.6999 


224.5681 


818 


98.2961 


482.9025 


74.1621 


2886.1298 


1764.3057 


1818 


98.2961 


268.2250 


36.1530 


762.0535 


294.6689 


1959 


98.1786 


285.8900 


88.5445 


1344.7558 


853.6845 


24645 


98.061 1 


28.3125 


6.2424 


115.8804 


43.5378 


1958 


97.9436 


366.5025 


167.4034 


1764.5784 


838.3526 


17634 


97.7673 


-3.8300 


4.8156 


83.5693 


63.7451 


1798 


97.7086 


271.2650 


47.3768 


1202.7976 


660.1977 


3430 


97.4148 


983.9000 


100.6391 


500.0248 


182.2723 


1995 


j 97.4148 


44.2475 


3.1944 


279.8447 


212.4640 


820 


97.2385 


132.2475 


43.1126 


1033.5782 


716.1640 


14583 


97.2385 


642.2025 


28.8046 


397.6900 


121.3904 


1552 


97.1798 


3.8650 


3.0714 


85.5140 


66.1498 


6539 


97.1798 


153.1525 


18.7883 


-2.6103 


79.2817 


16947 


97.1210 


93.1825 


17.5824 


346.8137 


139.0529 


1504 


97.1210 


71 .9275 


22.9621 


17.0339 


15.1435 


21827 


97.1210 


97.3675 


2.5261 


148.3878 


37.1786 


670 


97.0623 


70.9750 


14.0824 


313.6704 


123.1651 


4500 


97.0035 


107.2200 


30.9614 


34.1040 


25.3494 


20939 


97.0035 


1160.0600 


173.4027 


544.2771 


176.7299 


19073 


97,0035 


692.7850 


39.2860 


461.1304 


100.6003 


20746 


96.9448 


1353.5725 


173.2066 


561.7341 


304.2637 


20493 


96.8860 


24.4725 


7.9108 


109.3481 


46.5949 


2384 


96.8860 


35.1975 


19.5715 


287.3799 


165.6545 


13488 


96.8860 


11.1800 


1.1493 


29.2904 


12.8387 


4225 


96.8860 


82.4175 


5.9427 


167.5647 


59.9193 


| 15661 


L 96.7685 


96.9400 


50.9059 


29.4486 


25.9326 


24774 


96.7685 


21.6625 


0.4640 


21.3980 


10.2175 


17913 


96.7685 


347.1700 


18.2050 


230^473 


62.6904 


1562 


96.7098 


126.0300 


16.9322 


321.8230 


128.5222 


844 


96.7098 


60.5500 


12.0698 


142.6625 


38.5503 


1551 


96.7098 


36.2575 


11.1872 


179.7551 


92.5960 


19181 


96.7098 


161.2475 


29.7691 


91 .7429 


22.4198 


3717 


96.6510 


713.3725 


31.8238 


427.2528 


141.4711 


26032 


96.5922 


91.2750 


14.9230 


502.4963 


438.6481 


1531 


96.5922 


7.8300 


3.7815 


145.1372 


131.2302 


228 


96.5335 


54.0800 


10.0844 


1 1 7.4644 


36.7597 


3453 


96.4747 


234.7600 


12.8079 


150.0519 


37.5972 


15671 


96.4747 


197.8750 


2.2011 


236.9966 


48.9935 


25907 


96.4160 


213.2725 


32.3002 


79.4058 


49.0147 


1508 


96.4160 


56.3850 


15.7996 


267.8969 


123.1980 


6107 


96.4160 


1081.3975 


132.4071 


543.4359 


214.3742 


20801 


96.3572 


413.1175 


37.7377 


223.3056 


103.6003 


24033 


96.2985 


132.7900 


23.9543 


67.8103 


22.7330 


16948 


96.2985 


37.3300 


16.4045 


292.9766 


194.1653 


25204 


96.2397 


21.5675 


5.9691 


106.6479 


56.2077 


18597 


96.2397 


2170.7300 


287.1219 


1074.1398 


364.8949 


22841 


96.2397 


468.2525 


92.3926 


237.1032 


85.2221 


20716 


96.2397 


153.3575 


61.2643 


524.1209 


180.7976 
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TABLE 5UU: TAMOXIFEN Attorney Docket No. 44921^113WO 



Tiniepoint(s): 


24 hrs 






Document No. 1926271 .2 


GLGC ID NO. 


LDA Score . (Mean Tox 


SD Tox *. 


Mean Nontax 


SD Nontax 


20931 


96.2397 


270.7925 


10.2060 


222.4098 


141 .9609 


20984 


96.1222 


47.1150 


7.7180 


149.9955 


147.8467 


25799 


96.1222 


475.2525 


40.3262 


211.8581 


140.4310 


25777 


96.1222 


3390.6575 


530.9110 


1742.9540 


556.8336 


32 


96.1222 


-9.2000 


12.9131 


50.8835 


27.1338 


18498 


96.0635 


366.9300 


36.5774 


237.9460 


55.3007 


1550 


96.0635 


-0.6375 


2.9208 


44.3582 


35.9754 


20745 


96 0635 


900.6675 


247.6286 


411.5383 


220.6214 


16895 


96 0047 


31 6300 


16.1424 


266.2776 


167.0718 


6108 


95.9459 


921.1450 


124.5260 


508.4083 


173.8601 


4426 


95.9459 


452.6500 


31.4705 


276.6623 


76.3657 


17937 


95.9459 


91.7975 


4.1825 


47.8490 


36.4520 


614 


95.8872 


169.1200 


21.8488 


376.4326 


126.6590 


16807 


95 8872 


148.4900 


47.0198 


873.3322 


712.7964 


19084 


95 8284 


601 5225 


12.5162 


462.6870 


93.7481 


17836 


95 7697 

WW.f WW* t 


198 3100 


34.5121 


110.0593 


33.1273 


2667 


95 7109 


47.2775 


15.3800 


180.6304 


85.6554 


24204 


95 6522 


269 0675 

4-.ww.wwf w 


27.7240 


154.7672 


48.7920 


6055 


95 6522 


63 6900 

WW. WW WW 


23.0997 


315.6228 


163.3712 


1561 


95 5934 

WW . »»J w w^ 


27.4525 


16.1425 


248.2342 


146.5969 


25567 


95 5934 

W W» WWW"T 


911 9150 

w 1 1 «w 1 wvS 


189.1161 


427.3259 


180.2790 


16721 


95 5934 


53 7675 

WW . f w f w 


8.5771 


123.8304 


48.6449 


1515 


95 5934 


78.2025 


3.9129 


49.5178 


18.6188 


22919 


95 5347 


379.3025 


46.3613 


246.8864 


60.8989 


16306 


95 5347 

WW »w W^T I 


103 9950 


37.2183 


272.9263 


80.8883 


20650 


95 5347 


60.5775 


56.0918 


607.4079 


404.9776 


1045 


95 4759 

WW.TI WW 


119 3150 


5.8786 


84.4845 


27.2718 


17764 


95.4172 


3903 6000 


308.2638 


2521.9503 


641.9945 


17064 


95.4172 


218.7375 


31.8654 


111.1074 


48.3979 


16562 


95.4172 


78.3800 


6.7888 


147.6856 


50.5424 


4574 


95 3584 


120.0150 


18.5328 


327.3189 


128.3071 


21989 


95.3584 


204.1450 


35.7400 


11t.0605 


34.0671 


18108 


95 3584 


1018.6800 


53.9662 


L 708.3548 


180.3863 


17684 


95.3584 


10.0875 


6.8472 


62.4618 


32.9998 


18719 


95.2409 


18.5225 


4.8967 


129.9561 


94.5962 


1546 


95.2409 


38.4525 


9.2093 


108.1505 


45.5193 


4314 


95.2409 


45.4900 


15.4041 


163.9044 


83.6661 


17088 


95.1821 


646.9650 


118.2375 


350.8275 


135.7461 


14632 


95.0646 


217.9625 


80.9555 


941 .8350 


394.8074 


22282 


95.0646 


249.5400 


32.4191 


144.5311 


45.3856 


16343 


95.0646 


326.7425 


62.5674 


178.9057 


56.1984 


4256 


| 95.0646 


56.1675 


15.0496 


8.4601 


21.7591 


1522 


95.0059 


274.6425 


22.9766 


133.6465 


79.8282 


23961 


95.0059 


79.6625 


36.1386 


274.2524 


121.8769 


13283 


94.9471 


31 .7475 


16.2761 


145.5260 


71.6416 


24235 


94.9471 


1083.8450 


50.6272 


761 .3037 


226.2534 


25643 


94.8884 


978.1175 


113.9602 


544.6124 


207.6690 


17727 


94.8884 


120.9950 


26.7159 


60.5948 


I 21.9614 


21649 


98.8249 


1224.6075 


88.9280 


405.7291 


223.6608 


19623 


98.7662 


249.0650 


23.1384 


97.9027 


53.0408 


19456 


98.6486 


606.1225 


53.6072 


154.6974 


141.5054 


22884 


98.5899 


> 438.0175 


32.4143 


236.2737 


55.9184 
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TADI C CI II I* 

TAdLc 5UU. 


T A MAVICCKI 

TAM OA! r cN 




Attorney Docket Np. 44921 -51 13WO 


Timepoint(s): 


Oil Um - 

. 24 ,nrs 






Document No; 1926271 ;2 


r>i irk Mrs 


lua ocore 


— 

Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


5954 


98.2961 


1646.9800 


337.4062 


5526.0327 


1795.6730 


22079 


98.2961 


1090.4550 


75.1320 


2414.0943 


763.5619 


5446 


98.1199 


162.8375 


12.4656 


75.8704 


31 .5587 


4049 


97.8261 


1865.1750 


152.8462 


604.5471 


437.5927 


16345 


97.7673 


1827.1925 


119.8859 


1000.9747 


273.3885 


23261 


97.591 1 


38.3825 


11.9430 


395.8926 


235.8133 


7586 


97.5323 


-3.5800 


3.6097 


55.7322 


51.1290 


3163 


97.4736 


68.1525 


0.9482 


53.6844 


32.5928 


17791 


97.2973 


66.2150 


8.8603 


151.5819 


47.6460 


2528 


97.2973 


644.6925 


141.0519 


202.2028 


113.6257 


12719 


97.2385 


378.9275 


56.7535 


148.8357 


67.4589 


8759 


97.1210 


191.2950 


7.2961 


96.6631 


145.5170 


12306 


97.1210 


6.5325 


1.5131 


60.9653 


71.2700 


17812 


96.9448 


123.8800 


15.5956 


356:2407 


156.0959 


2668 


96.9448 


101.4875 


18.9320 


409.1415 


230.2966 


3579 


96.8860 


81 ; 7025 


18.5727 


380.1527 


212.8423 


6132 


96.8860 


53.3600 


13.6323 


167.6961 


70.3314 


| 10405 


96.8273 


15.2300 


4.7907 


90.4449 


54.9550 


9889 


96.8273 


28.7825 


17.4669 


436.8089 


323.8168 


11527 


96.7098 


489.7525 


47.1158 


255.0325 


93.7001 


10087 


96.6510 


78.2175 


22.5608 


288.1711 


134.0266 


' 4048 


96.6510 


968.9800 


150.0888 


295.6678 


281.2009 


19555 


96.6510 


95.2925 


23.3038 


384.1164 


246.9061 


15088 


96.5922 


306.1175 


14.4124 


211.8172 


57.0915 


5355 


96.4747 


244.9925 


83.8839 


1111.7845 


519.4556 


7469 


96.4160 


289.0425 


18.5822 


182.3555 


50.1720 


18909 


96.4160 


67.0000 


21.8881 


366.3462 


198.4114 


23596 


96.3572 


142.7000 


11.5073 


309.1455 


134.7287 


6297 


96.3572 


23.1975 


7.5403 


113.3091 


x 59.4780 


| 18960 


96.3572 


1 57.0800 


17.8444 


85.9608 


30.1910 


22071 


96.3572 


497.6825 


35.5300 


318.1904 


89.1195 


16865 


96.2397 


148.9400 


81.9491 


42,5946 


53.8348 


3917 


L 96.2397 


124.3050 


54.8541 


872.7054 


517.3530 


5833 


96.2397 


21.3850 


4.8739 


70.9574 


34.5682 


9211 


96.1810 


428.6250 


35.1482 


240.7218 


79.5025 


230 


96.1810 


144.1875 


68.0681 


687.0822 


329.6134 


3275 


96.1222 


344.2475 


46.2131 


178.5436 


I _ 64.1321 


13454 


96.0635 


120.2725 


1 .9266 


145.1381 


70.3023 


18524 


96.0635 


282.9300 


36.4388 


765.5830 


330.9474 
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TABLE 5W: TETRACYCLINE 


Attorney Docket No. 44921 -51 1 3WO 


Timepbint(s): 24 hrs 






Document No. 1 926271 .2 


GLGC ID NO. 


LDA Score 


Mean Tpx 


SDTox 


Mean Nontax 


SD Nontax 


22220 


99.8822 


130.2357 


32.8210 


1445.9045 


601,1125 


426 


99.8233 


650.8950 


61.9680 


2603.6254 


1300.8329 


25069 


99.7055 


59.7605 


6.7558 


328.1781 


206.1853 


22219 


99.7055 


57.4918 


15.4888 


607.9568 


269.2391 


11755 


: 99.5289 


94.7985 


12.2666 


687.8772 


300.4762 


17805 


99,5289 


109.8838 


12.3824 


660.3324 


268.5619 


18989 


99.3522 


264.1868 


70.4021 


1450.4210 


692.7450 


670 


99.1755 


89.7402 


3.4178 


314.1095 


122.9996 


111 


99.1755 


1098.6105 


76.1980 


2877.0175 


972.7216 


25326 


99.1166 


833.1158 


60.2859 


2203.3598 


682.9501 


1869 


99.0577 


17.0427 


15.8625 


706.6066 


392.2191 


17693 


99.0577 


37.9072 


6.7904 


159.1182 


85.5182 


2555 


.98.9988 


885.8615 


99.9609 


298.3111 


127.4290 


1508 


98.9988 


55.6155 


5.4910 


268.4006 


122.9072 


17227 


98.9988 


554.2655 


48.8557 


1281.2006 


335.2169 


1798 


98.9988 


283.2140 


18.6117 


1204.9075 


659.5455 


20819 


98.9988 


352.9500 


24.5643 


196.9752 


40.8490 


1247 


98.9988 


10.9497 


3.4864 


130.5799 


108.6180 


12606 


98.9399 


27.9170 


11.2107 


154.5609 


76.4092 


650 


98.8221 


35.0092 


5.8946 


159.8486 


97.3237 


14347 


98.8221 


188.9633 


41.5250 


886.6096 


339.4117 


25725 


98.8221 


3.4782 


7.8049 


93.001 1 


57.0826 


20914 


98.7633 


-11.8792 


7.2966 


196.9603 


186.1485 


14346 


98.7044 


114.9373 


43.4066 


730.6620 


.317.5564 


! 427 


98.7044 


419.5060 


58.4040 


1719.4579 


921.5010 


15851 


98.6455 


-16.4322 


7.5686 


220.8996 


199.0984 


23878 


98.6455 


81 .4322 


12.4518 


20.1193 


13.7522 


2384 


98.5866 


22.0222 


7.8421 


288.0671 


165.2525 


20449 


98.5866 


229.3185 


36.9347 


46.5622 


64.3427 


1868 


98.5866 


-33.0308 


16.4110 


462.3777 


323.2941 


15661 


98.5277 


75.0573 


3.7719 


29.4442 


26.2667 


108 


98.5277 


539.4930 


93.2670 


1577^)199 


611.0621 


23961 


98.4688 


54.0058 


13.4213 


274.8921 


121.3571 


17158 


98.4688 


344.2177 


90.5350 


55.4516 


48.0548 


1557 


98.4688 


82.0980 


16.6927 


16.2204 


13.4258 


24710 


98.4688 


35.3535 


3.3552 


12.7569 


10.1919 


4748 


98.4099 


23.9230 


6.0186 


452.8025 


360.1318 


20650 


| 98.4099 


39.6082 


12.3496 


608.8443 


404.3899 


2554 


98.4099 


258.6987 


28.3426 


98.8093 


37.4506 


2010 


98.4099 


1001.3297 


112.8231 


2948.4610 


1102.2065 


402 


98.3510 


106.3513 


32.7679 


1081.0045 


527.9927 


20448 


98.2921 


185.4335 


33.8649 


50.3866 


52.3858 


• 20649 


98.2921 


24.4962 


7.6021 


348.5719 


312.4400 


17226 


98.2921 


335.3992 


48.5553 


848.0185 


245.61 1 1 


46 


98.2332 


348.7580 


76.7924 


44.2338 


60.4829 


1379 


98.2332 


114.4102 


10.1136 


45.8880 


22.4754 


15028 


98.1743 


89.1578 


13.6718 


337.4507 


149.0594 


4314 


98.1743 


34.8027 


8.6066 


164.2589 


83.4566 


! 23660 


98.1743 


382.8345 


59.1975 


1001.2748 


276.6513 


21981 


98.1743 


135.4675 


11.8705 


278.9571 


80.2845 


25024 


98.1743 


53.5670 


12.5091 


240.1519 


113.8262 


109 


98.1743 


1319.0768 


267.1436 


3523.5456 


1217.4647 
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TABLE 5W: TETRACYCLINE " Attorney Docket No. 44921-511 3WO 



Timepoint(s): 


24 hrs 






Document No. 1926271:2 


GLGC ID NO: 


LDA Score 


Mean Tox 


SD Tox 


Mean Npntox 


SD Nontox 


1958 


98.1743 


484.0167 


93.6646 


1767,0414 


837.9446 


19825 


98.1743 


-3.0148 


4.8999 


73.1542 


55.3781 


563 


98.1154 


88.0498 


25.3677 


582.6894 


352.551 1 


20699 


98.1154 


883.0995 


74.7613 


2095.1144 


658.3075 


19040 


98.1154 


1614.2233 


135.9921 


833,6524 


301.9434 


20700 


98.0565 


858.7620 


165.7691 


3043.6708 


1088.4985 


20586 


98.0565 


17.5170 


5.0878 


142.3199 


68.8434 


6013 


98.0565 


109.5312 


19.2312 


529.2239 


268.8443 


4500 


97.9976 


114.9168 


17.5881 


33.8773 


24.9926 


23871 


97.9976 


152.8840 


11.0974 


63.5193 


48.3812 


20193 


97.9976 


27.8908 


11.5545 


4.3460 


9.1150 


11982 


97.9388 


380.2637 


31.6857 


188.9791 


67.0454 


14633 


97.9388 


81.9903 


27.2755 


492.5833 


203.3008 


7176 


97.9388 


708.8310 


66.9646 


303.2429 


130.6142 


1630 


97.9388 


150.9457 


40.3850 


34.4146 


23.1995 


4524 


97.9388 


179.6277 


23.2129 


70.6273 


29.5533 


16947 


97.8799 


75.1085 


17.9450 


347.5389 


138.4236 


16139 


97.8799 


119.7263 


13.7273 


60.2505 


20.2961 


208 


97.8210 


51.2432 


23.9904 


-0.5958 


14.4755 


I 14003 


97.8210 


142.4053 


16.9175 


339.3119 


115.2720 


5384 


97.7621 


233.7298 


21.8130 


89.2259 


54.6462 


1530 


97.7621 


61.2343 


8.0841 


16.7825 


15.5639 


20698 


97.7032 


12.7432 


14.0550 


376.0902 


209.1290 


20421 


97.7032 


91.6033 


6.8143 


50.8633 


14.5796 


1546 


97.7032 


31 .8850 


4.6470 


108.3611 


45.3738 


20464 


97.6443 


9.1067 


9.3889 


257.8579 


161.5436 


17956 


97.6443 


196.9510 


12.7663 


121.5488 


30.4987 


14250 


97.6443 


224.2627 


38.3882 


v 64.5760 


71.1119 


16780 


97.6443 


59.5710 


9.9627 


175.3925 


96.2208 


635 


97.6443 


434.6077 


103.0363 


1013.6628 


335.6759 


1045 


97.5265 


183.0585 


27.7750 


83.9520 


26.0339 


1496 


97.5265 


248.0738 


16.3341 


124J5036 


50.2713 


1495 


97.5265 


261 .3765 


20.5226 


134.0611 


44.1712 


25325 


97.5265 


103.0088 


58.7126 


982.4467 


540.4443 


5545 


97.5265 


106.2063 


34.0193 


545.3574 


272.0406 


18108 


97.5265 


1114.4816 


60.4702 


706.9467 


178.5776 


17554 


97.5265 


55.7022 


28.5974 


432.6213 


269.681 1 


1306 


97.4676 


319.0967 


35.1856 


150.9187 


57.1578 


18553 


97.4087 


401 .4467 


77.7704 


115.0935 


93.1857 


354 


- 97.4087 


1348.2967 


170.0670 


507.2905 


315.8262 


18025 


97.4087 


301.4763 


21.6092 


159.3709 


51.6019 


591 


97.2909 


79.1402 


11.1175 


37.0543 


16.7910 


358 


97.2909 


268.6412 


35.3284 


735.0727 


316.1771 


11949 


97.2909 


75.8527 


10.5648 


37.8494 


14.4560 


16930 


97.2320 


118.6493 


34.5328 


615.1314 


335.2689 


20587 


97.2320 


69.2143 


11.6037 


253.1044 


122.8018 


20746 


97.2320 


1214.3198 


147.4005 


560.8529 


304.4936 


16417 


97.2320 


296.5592 


25.6698 


164.4356 


50.7303 


2888 


99.941 1 


91.2345 


20.6841 


1132.1502 


614.7726 


9192 


99.7644 


189.7572 


21.0927 


850.9952 


444.2027 


17783 


99.6466 


1164.7637 


163.8139 


329.4144 


126.6891 


576 


99.3522 


146.2512 


19.4715 


986.5187 


555.7285 
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TABLE 5W: TETRACYCLINE 


- Attorney Docket No. 44921 -51 1 3WO 


Timepoint(s): 24 hrs ; , 


; ■ 




C Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tpx 


SDTox 


Mean Nontqx 


SD Nontqx 


23125 


99.3522 


173.6328 


23.2626 


665.5830 


458.4881 


2748 


99.2933 


545.7582 


57.7599 


247.3496 


64.9539 


5183 


99.2933 


374.3472 


35.3905 


160.5031 


42.0004 


24192 


99.1755 


232.7790 


30.5090 


906.1658 


490.8575 


17248 


99.1166 


1203.8833 


61.7037 


2134.6513 


439.6190 


24171 


99.1166 


87.8897 


10.3926 


22.1274 


15.2780 


7740 


98.8221 


426.5643 


35.4740 


181.2524 


60.2914 


3619 


98.8221 


206.1040 


20.5902 


93.7269 


31.8421 


8436 


98.8221 


209.4725 


53.5400 


1730.1021 


788.7065 


14007 


98.7633 


8.7375 


1.4492 


88.9432 


56.7708 


11871 


98.7633 


444 2603 


140.9039 


-128.6876 


96.3329 


21796 


98.7633 


525 4250 


75.8985 


195.4612 


78.6222 


22079 


98.7044 


896 0612 


95.7567 


2418.5863 


759.1488 


2826 


98.7044 


234 0377 


47.9011 


56.3216 


32.7686 


11873 


98 6455 


391 8642 


63 3514 


38.8149 


48.0912 


16802 


98 6455 


298 7085 


28.7428 


1128.1505 


493.7951 


6252 


98.6455 


901 8658 

WW. 1 .wwww 


59 6926 


423.6346 


146.0404 


4355 


98.6455 


693 1297 


87.8490 


311.9896 


114.6693 


24229 


98 6455 


285 9425 


59.9059 


1974.7371 


1245.0863 


8057 


98.5277 


61.7975 


7.0802 


14.1644 


16.0230 


23261 


98.5277 


35 5630 


6;3794 


396.7548 


235.4205 


23596 


98.4688 


26.1683 


31.8479 


310.3611 


133.2357 


19416 


98 4099 


161 0380 


8.8053 


78.6427 


35.7870 


7785 


98.4099 


72.3907 


16.3907 


359.4068 


146.5049 


16680 


98.4099 


454 9258 


23.3072 


208.5032 


99.4246 


6455 


98 3510 


625.5480 


48.9130 


1552.5103 


528.2951 


21765 


98.2921 


278 4548 


28.8329 


116.6032 


48.9056 


10984 


98 2332 


26.2300 


2.6612 


177.4641 


111.4620 


16752 


. 98.2332 


-20.1665 


2.3192 


75.0052 


84.6931 


23813 


98.2332 


149.1473 


16.5844 


863.5449 


[ 732.5011 


11180 


98.1743 


348.3692 


50.9287 


121.9737 


69.8012 


15427 


98.1743 


168.3082 


18.9644 


75:7006 


26,8842 


12479 


98.1743 


535.5142 


45.7034 


1668.2774 


811.8782 


22770 


98.1743 


J 1616.3478 


69.8696 


828.8762 


317.1736 


15258 


98.1743 


865.0300 


138.3186 


247.9708 


164.3805 


2250 


98.1743 


2748.5586 


132.7849 


1640.3847 


677.5692 


16058 


98.1154 


603.6760 


67.6716 


241.6086 


105.5544 


17901 


98.1154 


704.3805 


58.8104 


410.2222 


102.7722 


2486 


98.1154 


532.9188 


53.1925 


> 290.3420 


64.2899 
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TABLE 5WW 
Timepoint(s) 



VALPROATE 
6, 24 hrs 



Attorney Docket No. 44921 -511 3WO 
Document No. 1926271.2 



GLGC ID NO. 


LDA Score 


Mean Tox 


SD Tox 


Mean Nontox 


SD Nontox 


3444 


99.8821 


144.5800 


61.7450 


14.3904 


25.5938 


22150 


99.6462 


129.5343 


17.2392 


45.4124 


13.8346 


5082 


99.3514 


173.2057 


38.9008 


37.1035 


17.7117 


1844 


99.2335 


251 .8586 


31.3296 


113.3852 


26.1181 


21084 


98.9387 


96.1271 


31.2456 


23.8881 


9.8758 


17601 


98.7618 


153.7871 


35.2416 


48.4060 


18.2639 


24705 


98.6439 


14.4543 


1 .9279 


49.6120 


18.4100 


17257 


98.5849 


162.1329 


75.7169 


32.0815 


20.5496 


16025 


98.5849 


479.21 14 


166.1093 


121.2432 


50.6633 


11827 


98.2901 


99.9457 


16.6275 


38.4296 


14.3028 


16661 


98.2901 


337.3300 


65.6463 


157.1480 


35.6664 


21083 


98.1722 


110.7557 


44.7945 


32.0547 


12.6772 


25137 


98.1132 


41.3043 


6.6234 


14.3314 


7.6367 


1412 


98.1132 


59.5886 


23.4333 


11.6248 


11.3912 


9082 


98.0542 


113.0314 


^ 26.9057 


38.9540 


13.3140 


1444 


97.9953 


86.5629 


19.7541 


42.1914 


11.8372 


16026 


97.9363 


677.2157 


224.1748 


162.7448 


77.0733 


22149 


97.9363 


42.8643 


5.5124 


10.7996 


12.4657 


18442 


97.8774 


144.8657 


53.1017 


48.3157 


16.3080 


15487 


97.8774 


211.1643 


54.4853 


91.7875 


29.6761 


18495 


97.8774 


88.4714 


33.7047 


18.9872 


10.8983 


6490 


97.7005 


273.2114 


26.5179 


150.3017 


39.0434 


15857 


97.7005 


336.1300 


93.8056 


170.4754 


42.6496 


17299 


97.6415 


128.4929 


28.1546 


.59.5979 


19.6092 


15489 


97.2877 


116.0300 


24.5272 


58.8534 


15.9195 


1045 


97.1108 


157.4086 


15.2687 


84.0468 


26.5790 


20801 


96.9340 


445.1743 


40.9959 


222.3695 


102.5993 


20778 


96.9340 


129.4214 


28.8279 


65.4492 


17.2747 


23486 


96.9340 


721.8771 


233.3117 


335.6000 


84.3057 


11973 


96.8160 


101.9414 


17.4343 


40.5012 


19.3775 


18728 


96.7571 


289.1129 


86.6215 


163.1031 


36.1369 


21372 


96.6981 


99.2914 


25.9457 


35.3983 


25.3617 


15073 


96.6981 


31.4900 


13.0998 


-5.8259 


13.2277 


16082 


96.6981 


73.1986 


33.0991 


24.8216 


12.8609 


25483 


96.6392 


60.6914 


11.7255 


29.4802 


9.3066 


16675 


96.5802 


54.1743 


15.4843 


15.7376 


12.9291 


20090 


96.5212 


330.9629 


43.7027 


191.5581 


48.0380 


4714 


96.4623 


260.3571 


48.3682 


103.9676 


52.5834 


2465 


96.3443 


53.8471 


20.3744 


20.7293 


15.1872 


17541 


96.1675 


-1125.0386 


323.2534 


2958.7258 


1067.3746 


3446 


95.9316 


78.0443 


13.0209 


. 37.5914 


15.6372 


1683 


95.6368 


39.3357 


6.2439 


19.1940 


8.8892 


1131 


95.5778 


254.6414 


26.2846 


149.5357 


41.9923 


11252 


95.5778 


63.7243 


10.4814 


34.0662 


12.1603 


19013 


95.3420 


49.4657 


6.8717 


21.7663 


11.8382 


8984 


95.2241 


572.6114 


91.7536 


377.9046 


72.8978 


3548 


95.1651 


329.5600 


41.3407 


214.5087 


48.3598 


1660 


94.8703 


23.9386 


3.0945 


25.6363 


33.8447 


2515 


94.7524 


404.2214 


64.3700 


219.0737 


88.4812 


24351 


94.7524 


57.2800 


19.8489 


15.9145 


17.3715 


400 


94.5755 


70.9786 


20.6898 


28.4251 


29.8555 


1791 


94.5165 


111.2386 


24.5355 


57.1100 


19.9846 
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TABLE 5WWiV VALPROATE 


Attorney Docket H6. 44921 -51 1 3WO 


Timepoint(s): 


6, 24 hrs 






Document No- 1926271.2 


GLGC ID NO. 


LDA Score | Mean Tox 


SDTox 


Mean Nontox 


SD Nontox 


18731 


94.5165 


229.5086 


37.0794 


148.7107 


35.7388 


19102 


94.5165 


63.1600 


15.5854 


28.4732 


13.5488 


15618 


94.3396 


546.1971 


115.7018 


264.1710 


122.3836 


1588 


93.8090 


446.1114 


22.2354 


450.3335 


266.0797 


1424 


93.6321 


215.5086 


44.8928 


113.1477 


49.7158 


18373 


93.3373 


234.9671 


14.5044 


170.1833 


.47.2239 


22865 


93.1604 


113.6229 


19.5127 


64.1164 


23.1223 


14934 


92.8066 


165.8843 


24.7174 


112.4354 


24.6631 


3465 


92.5118 


115.0886 


10.3031 


68.5267 


32.4511 


17336 


92.4528 


37.6600 


8.0302 


19.5153 


12.8488 


1460 


92.4528 


897.1871 


333.3809 


2123.7015 


699.9205 


17698 


92.0906 


74.5571 


20.7492 


4.5155 


37.4701 


19543 


91 .7369 


126.4571 


82.5000 


35.1164 


13.0685 


7947 


91.6189 


280.4857 


98.7157 


101.4455 


29.5253 


| 1501 


91.5684 


1199.9071 


360.8232 


2218.8179 


561 .7895 


1580 


91.5010 


172.3186 


76.4827 


41.5127 


19.9910 


23710 


91.4505 


47.6871 


8.1489 


26.5727 


12.9137 


1579 


91 .2652 


112.1100 


64.4929 


23.2409 


11.1396 


17613 


91.0377 


354.6400 


78.7326 


523.2556 


96.5443 


17258 


91.0293 


231.7671 


99.3995 


93.0036 


26.4731 


25907 


90.9198 


14.6414 


13.4398 


80.5719 


49.6182 


11975 


90.8524 


79.7114 


46.6976 


7.1271 


17.4758 


23344 


90.8019 


564.3243 


69.6849 


383.1436 


111.6698 


23485 


90.7935 


997.9843 


325.8404 


444.3934 


122.3742 


353 


90.6840 


645.5929 


116.1683 


411.0646 


248.0672 


548 


90.6250 


12.2314 


13.5403 


173.2888 


193.3287 


14346 


. 90.6250 


341.3429 


86.1887 


729.5192 


319.9239 


15613 


90.5660 


757.7586 


82.5964 


675.1011 


519.0905 


22919 


90.5576 


483.1743 


137.0012 


245.5606 


56.7106 


23465 


90.5576 


254.4814 


93.6693 


92.1306 


31.4577 


5257 


90.5071 


12.3171 


7.5749 


35.7259 


14.5811 


11296 


90.4987 


255.7043 


82.7440 


113t4386 


36.3196 


15911 


90.4397 


295.2443 


102.0899 


152.2922 


33.0392 


1822 


90.3807 


130.5514 


56.3598 


54.4118 


16.4748 


1841 


90.3218 


195.9600 


51.1706 


67.5316 


25.4668 


1 15437 


90.2038 


54.5871 


28.2278 


14.8786 


12.5272 


20977 


90.2038 


92.4729 


34.4918 


42.1871 


14.9379 


21064 


90.2038 


311.6886 


101.5980 


161.0000 


41.0390 


21843 


90.0943 


65.8486 


25.0019 


125.5698 


34.9879 


21062 


90.0859 


109.9843 


49.6134 


39.6977 


19.5815 


8139 


89.9764 


22.6243 


7.4665 


6.9491 


[ 10.2412 


18419 


89.9764 


449.3257 


41.0824 


640.1130 


149.2786 


18887 


89.9680 


244.4986 


59.9534 


128.4661 


32.3446 


399 


89.9680 


86.9414 


29.8870 


32.2150 


13.1600 


4312 


89.8585 


26.4400 


13.1713 


137.9983 


142.6243 


935 


89.7995 


43.0029 


11.7528 


76.6196 


22.0380 


4308 


89.791 1 


44.0014 


1 1 .8655 


11.3064 


9.3377 


463 


89.791 1 


85.6500 


15.7670 


40.9034 


12.9185 


6254 


99.7642 


155.7414 


41.6559 


-1.9149 


34.7296 


21085 


99.5873 


192.4657 


42.8307 


56.8818 


18.2115 


4179 


99.4693 


780.1514 


173.8288 


253.9662 


66.1519 


8390 


98.9976 


249.4643 


61 .8875 


95.0359 


30.3142 
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TABLE 5 WW: VALPROATE 



TiiTionftinf/c\' 

i iiiio|JvJini\o/> 


£ 9J. hrc 






Document No. 1926271.2 


GLGC ID MO 


I D A Anoxia 




on Tnv 
OU 1 OX 


Mean Nontox 


Su Nontox 


A 

1oo7o 


98.9387 


O O 00«i A 

210.3014 


57.7937 


59.5914 


17.7578 


oncn 

oyoy 


98.8797 


A OO OO.I A 

132.6314 


43.2777 


23.8863 


22.4768 


coon 


no 07A7 

9o.o797 


31 .0014 


14.7398 


-27.0187 


20.4576 


byoo 


OO OOAO 

9o.o^0o 


562.5943 


1 68.8704 


68.2642 


125.3950 


19052 


98.7618 


C A O *n/> it O 

549.9043 


50.8929 


280.8604 


60.7070 


9o07 


no ~7 O A o 

98.7618 


ooo «4 r> r" ^ 

308.1257 


84.6105 


87.2067 


28.0188 


o oo A 

6631 


OO ~7 f> A a 

98.7618 


172.5014 


38.2802 


56.4441 


22.0745 


OO *< oo 

23106 


oo *rooo 

98.7028 


83.8700 


18.0902 


24.0835 


12.4770 


14800 


OO TOOO 

98.7028 


56.2229 


14.1362 


6.3023 


17.2849 


A A TtT 

4475 


98.6439 


314.8357 


53.1205 


140.9574 


35.6094 


2381 1 


98.6439 


552.4300 


132.2849 


243.5353 


60.3769 


9806 


oo rn^in 

98.5849 


200.1071 


61 .2464 


52.7609 


23.5967 


6288 


98.5849 


312.9400 


106.5304 


46.9712 


70.3151 


2669 


98.5849 


98.2800 


12.9236 


31.2787 


25.3674 


18961 


98.5849 


1038.0800 


525.5580 


420.0867 


107.6491 


149 


98.5259 


160.0886 


28.8676 


71.6011 


23.9037 


4987 


98.5259 


432.9086 


102.3598 


166.7119 


38.0299 


11502 


98.4670 


396.4757 


85.6763 


890.3652 


194.6821 


18191 


98.4670 


244.8714 


21.4191 


148.9512 


. 27.8077 


5381 


98.4080 


334.1571 


20.7390 


186.6949 


46.8460 


7117 


98.4080 


188.6800 


38.7207 


85.3973 


22.5234 


1 9271 


98.3491 


537.7257 


36.6904 


278.0635 


94.5354 


18778 


98.2901 


47.4757 


9.3477 


5.6255 


11.9304 


22204 


98.2311 


168.5257 


29.8838 


52.5852 


26.0325 


3464 


OO A A 

98.2311 


340.9243 


210.1778 


86.0669 


32.5824 


19595 


OO M Jd'EO 

98.1722 


43.8500 


29.2789 


-4.9781 


10.2670 


24131 


98.1722 


55.9014 


23.5310 


-50.6076 


42.0976 


3720 


98.1132 


567.1786 


270.8642 


273.5363 


52.6255 


3584 


ot no*^o 

97.9953 


111.1729 


23.0878 


37.8885 


22.2233 


1 1813 


97.9953 


124.5914 


43.4092 


31 .4443 


15.9876 


22106 


97.9953 


270.0600 


53.7528 


133.7708 


35.2067 


17859 


97.9953 


129.1657 


34.4126 


39J7049 


18.5891 


23099 


97.9953 


763.7171 


299.6457 


250.0823 


99.0060 


13424 


97.9363 


250.1071 


39.8716 


108.6408 


39.6640 


6974 


97.8774 


593.1471 


90.7690 


255.4031 


86.0184 


13911 


97.8774 


175.5143 


56.7375 


77.0473 


23.9356 


1 1331 


97.8774 


416.2143 


A OO f"\ r~ A A 

129.9514 


183.3316 


L 42.7733 


OOO >l 

9294 


97.8774 


AAA OOOO 

141.3800 


29.7951 


35.9573 


37.6954 


13501 


97.8184 


nn jl r - >4 no 

204.5129 


78.5139 


49.2592 


25.1670 


16879 


97.8184 


1692.1529 


550.5139 


790.1405 


194.7542 


a n cc\a 

1 oo91 


97.8184 


218.2743 


AC\ O^OO 

49.2799 


104.8334 


27.1579 


OO A A A 

23141 


97.8184 


Of— « il 1 » 

658.4357 


350.1 177 


269.3291 


79.8860 


2^071 


97, « 594 


657.7329 


O CO OOOO 

359.9602 


316.2342 


79.0731 


5074 


97.7005 


213.1471 


52.2225 


70.3788 


35.7884 


8903 


97.7005 


42.3057 


12.9917 


2.9615 


18.3033 


4744 


97.6415 


178.2100 


27.2838 


76.4183 


27.7668 


9440 


97.6415 


411.2371 


88.3828 


203.4487 


63.0305 


2915 


97.5825 


232.8929 


111.5077 


129.0804 


29.2902 


8966 


97.5825 


479.0857 


296.9397 


193.0439 


61.6170 


6054 


97.4057 


91.4071 


| 37.0309 


17.4402 


18.5831 


18105 


97.4057 


190.7314 


41.8946 


72.6229 


34.6599 


14547 


97.4057 


347.0200 


97.6072 


114.9752 


64.2502 
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TABLE 5WW: VALPROATE w, Attorney Docket No. 44921 -51 13 WO 
Timeoointfs^ 6. 24 hrs Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tpx 


SDTox 


Mean Nontox 


SD. Nontox 


4250 


97.1698 


181.7771 


49.2702 


73.5660 


28.7053 


8136 


97.1698 


251.4100 


135.5546 


97.9400 


32.7582 


17861 


97.1108 


142.1571 


40.5336 


53.4554 


22.8540 


3944 


97.1108 


504.8800 


238.5928 


327.1568 


60.5498 


21216 


97.0519 


64.5886 


12.7326 


25.5184 


14.5233 


6085 


96.9929 


460;4929 


68.6186 


191.6192 


91.9653 


6528 


96.9929 


192.2614 


32.2417 


383.4531 


96.4171 


2501 


96.9340 


343.3143 


86.0400 


146.9044 


46.0380 


10489 


96.8750 


18.1186 


5.4779 


68.7378 


29.0330 


18660 


96.8160 


241.8414 


77.4971 


71.2537 


45.5412 


21253 


96.8160 


553.3471 


121.4654 


259.8817 


71.3944 


14275 


96.7571 


220.9386 


46.8331 


. 123.4414 


28.9585 


24003 


96.7571 


297.6371 


161.3781 


140.4816 


44.4433 


21447 


96.7571 


265.6229 


133.7574 


152.4640 


36.2267 
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TABLE 5XX: Wy-14643 = ^ , „ Attorney Docket No. 44921 -511 3WO 



Timepoint(s): 3 hrs Document No. 1926271.2 


GLGC ID NO. 


LDA Score 


Mean Tox I 


SDTox 


Mean Nontax w |SD Nontax 


16847 


99.4125 


1333,3450 


2.3431 


1542.0550 


330.9283 


15248 


99.1774 


152.6125 


16.7475 


33.0373 


23.3117 


15829 


99.1187 


173.5325 


9.6851 


27.6526 


78.0679 


14595 


99.0599 


326.2025 


17.7958 


109.5426 


98.7261 


4290 


99.0012 


299.8425 


12.4772 


128.0565 


76.9802 


21917 


98.9424 


42.1025 


0.2545 


26.9101 


12.1660 


11296 


98.9424 


168.9225 


2.4925 


114.3480 


38.9118 


9931 


98.8249 


168.6000 


0.6744 


199.7694 


104.8456 


10071 


98.7662 


149.9150 


8.0658 


43.6932 


35.0172 


18957 


98.7662 


191.7350 


7.0560 


116.0683 


77.5849 


16354 


98.5311 


-120.5300 


13.7552 


69.6771 


92.9085 


402 


98.5311 


608.2725 


10.9491 


1076.3547 


532.6898 


20149 


98.5311 


186.2400 


25.9383 


44.7034 


207.5376 


8592 


98.4724 


228.6500 


3.0313 


153.0155 


49.8198 


26000 


98.4136 


103.3150 


1.1135 


72.5787 


37.0846 


287 


98.4136 


33.5800 


0.3569 


20.6758 


17.7124 


1255 


98.2961 


93.5250 


8.5551 


18.7482 


27.0081 


2008 


98.2961 


64.0225 


8.1607 


13.8716 


43.6814 


15247 


98.1199 


362.8625 


43.7127 


86.1034 


65.0140 


15123 


98.061 1 


270.4800 


34.6748 


178.1626 


253.3036 


18360 


98.0024 


33.4325 


3.7502 


95.6228 


33.1329 


21029 


98.0024 


> { 77.4175 


1.0390 


65.5606 


42.9484 


20713 


97.8848 


290.2450 


34.0678 


132.3416 


240.5429 


20431 


97.8848 


207.0525 


20.9517 


114.4350 


138.9264 


25693 


97.7673 


| 85.9850 


4,9693 


38.6479 


19.5145 


17758 


97.7673 


85.8475 


14.1070 


55.9801 


229.3914 


17958 


97.7086 


125.8000 


3.4578 


65.6493 


45.3712 


1704 


97.591 1 


54.0775 


4.7675 


27.6175 


48.6715 


15421 


97.5323 


302.0475 


4.8608 


420.6746 


91.2310 


923 


97.4148 


301.5250 


6.1723 


193.2205 


111.0874 


20429 


97.4148 


315.0925 


16.9460 


232.0102 


163.1843 


23698 


97.4148 


390.6350 


48.8334 


200.1831 


349.5770 


8008 


97.3561 


39.8075 


2.4671 


12.9123 


16.0824 


15371 


97.3561 


516.0800 


3.3923 


536.4018 


122.2232 


25777 


97.2973 


1783.6825 


11.9118 


1750.5074 


569.0072 


1857 


97.1798 


61.9975 


25.9284 


28.3336 


^ 191.9301 


18083 


97.1210 


81.5350 


9.5303 


44.8483 


64.7282 


2006 


97.1210 


65.4125 


5.9060 


20.4439 


38.3937 


16148 


97.1210 


814.0925 


57.1602 


485.8379 


363.5008 


| 8829 


97.0623 


849.6275 


7.0831 


778.8023 


229.4941 


20715 


97.0623 


144.7375 


16.3037 


85.9585 


154.1015 


20703 


97.0623 


121.3700 


13.0113 


43.3561 


55.1171 


23489 


97.0035 


79.5875 


-525 


34.7983 


29.1296 


8269 


97.0035 


386.8150 


36 iD59 


335.8389 


372.8364 


16179 


96.9448 


38.0125 


0.8486 


30.9613 


16.0077 


1963 


96.8860 


205.4875 


15.7807 


114.2191 


38.1923 


3879 


96.8860 


1313.0500 


12.4122 


1444.3125 


434.8641 


17891 


96.8860 


74.3550 


1.7102 


54:0240 


19.7167 


1556 


96.8273 


160.2600 


1.8368 


126.6512 


36.5046 


25052 


96 ; 8273 


140.1075 


2.8854 


181.7533 


161.1909 


13358 


96.8273 


52.2600 


5.1075 


23.6220 


16.6352 


19256 


96.8273 


39.7700 


2.2122 


28.5872 


27.1895 
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TABLE 5XX: Wy-1 4643 




. Attorney Docket No. 44921 -51 13WO 


Timepoint(s): 


3 hrs 




• . ... 


■i Document No. 1926271.2 


GLGC ID NO. ! 


.DA Score \ 


Wean Tox I 


SD Tox ^ l 


Wean Nontax I 


3D Nontox | 


23782 


96.7098 


156.9925 


1 .6579 


190.0308 


47.6908 


16039 


96.7098 


653.1025 


9.1576 


714.3246 


207.4366 


4714 


96 7098 


101.8550 


2.2984 


105.2640 


54.5111 


8384 


96.7098 


68.5725 


6.6536 


63.2743 


76.3445 


18293 


96 6510 


654.4225 


7.2132 


653.2370 


378.3348 


9952 


96 6510 


1125.0825 


57.4954 


647.2010 


332.2226 


18667 


96.5922 


44.5700 


0.5690 


39.1859 


18.9059 


399 


96 5922 


53.3950 


2.0466 


32.5656 


14.1879 


25325 


96 5335 


621.0625 


15.2235 


977.9448 


544.2764 


20433 


96.4747 


182.9700 


62.2857 


36.5422 


43.3625 


20214 


96 4160 

WW.*T 1 \J\J 


56.7450 


12.3540 


3.3237 


22.2773 


5283 


96 4160 


91.3425 


3.0335 


58.8512 


22.3649 




96 4160 


83.5725 


8.5465 


45.6380 


49.8197 


1261 


96 3572 

SUlVV I Cm 


185.3600 


16.7912 


87.3649 


37.3470 




QR ^*v79 

f Cm 


197.8125 


5.8659 


132.5313 


37.3581 


17RR1 


Q6 3572 


380.7200 


5.2901 


309.3593 


83.6555 


1 WW> 


96 3572 


189.0050 


6.3907 


220.2300 


126.6273 


89fift 


QR ^^79 


462.1450 


59 5656 

WW ■ W WW w 


385.751 1 


495.2149 


1 ^47Q 

1 V>*T 1 J7 


Qfi 998*1 


108.1850 


2.5245 


165.4475 


58.9929 


1RRR1 


96 2985 


159.9475 


1.6178 


158.6169 


39.5370 


Z_ IH-OO 


96 2985 


17.7475 


1.8944 


42.0741 


17.5997 


1R8H7 


QR 2985 


1471.5850 


105.9415 


867.1132 


713.2997 




96 2397 


163.8275 


1*2605 


150.3854 


38.0379 


23302 


96 2397 


149.9775 


7.9737 


81.2128 


39.4239 


1 17R 

1 llw 


96 2397 


143.9000 


21.4014 


41.9411 


75.6626 


1977 


96 2397 


415.0650 


13.2251 


287.0983 


131.3372 


171 


or 9397 


95.8650 


4.2144 


57.2976 


54.1248 


6598 


96 1810 


253.1075 


9.8371 


122.3600 


73.7472 


5748 


96 1810 


702.4450 


6.1196 


716.8188 


151.1583 


7602 


96 1810 


413.5775 


4.7979 


350.4778 


100.6908 


I 1991 


96 1810 


52.7950 


2.6674 


28.9671 


15.4093 




96 1810 


74.1250 


16.0843 


43.8919 


209.3255 


1 262 


96.1222 


105.2225 


13.0050 


42.2622 


23.9657 


I 14016 


96.1222 


78.8825 


4.0273 


146.7053 


60.0718 


19018 


96.1222 


274.4450 


10.4049 


200.0064 


102.0604 


548 


96.1222 


270.6425 


15.5019 


171.5064 


193.4176 


21575 


96 0635 


394.3725 


4.1716 


345.3200 


89.1984 


1372 


96 0635 


26.2400 


j 4.0653 


8.2285 


7.8665 


8386 


96.0635 


229.0900 


29.5913 


190.6004 


196.0708 


4242 


96.0635 


86.1225 


5.4365 


58.7996 


38.0990 


1394 


96.0635 


31.0700 


0.7409 


25.0868 


11.1810 


25604 


96.0047 


27.0575 


0.4396 


25.1778 


11.3431 


20868 


96.0047 


52.5075 


7.0137 


15.4277 


19.5018 


25476 


96.0047 


35.1525 


2.8213 


13.4833 


14.8648 


10624 


95.945S 


349.51 5C 


68.7765 


> 96.4763 


94.6633 


19512 


95.945S 


38.7675 


i 20.5495 


> -9.3937 


17.0421 


I 18501 


95.945S 


> 320.340C 


I 10.6082 


! 178.0435 


> 108.2443 


322 


! 95.945c 


) 223.565C 


) 13.793C 


) 168.4034 


179.9025 


21851 


98.589S 


I 324.195C 


) 3.6777 


174.4675 


i 94.7797 


20341 


98.5311 


94.4825 


> 3.2952 


! 45.2391 


20.9064 


1869C 


J 98.41 3€ 


> 162.060C 


) 2.3946 


> 235.7416 


\ 59.0384 


11215 


> 98.354S. 


) -152.960C 


) 30.034£ 


> 132.7776 


> 84.4442 
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TABLE 5XX: Wy-^14643 




Attorney Docket No. 44921 -51 13 WO 


Timepoint(s): 


3hrs 






Document No. 1926271.2 


GlGC id no. 


LDA Score 


Mean T6x 


SDTox 


Mean Nontox 


SD Nontox 


3256 


98.3549 


1659.3700 


14.2156 


1838.7773 


623.0337 


13975 


98.3549 


416.7200 


6.7543 


255.2859 


79.3622 


14081 


98.2374 


145.0475 


8.4275 


55.1742 


66.6242 


13353 


. 98.0611 


101.5150 


11.6673 


231.5008 


52.3472 


7714 


98.0611 


225.2600 


5.0234 


148.5496 


47.5103 


6634 


98.0611 


620.5375 


16.6118 


389.3899 


112.6122 


2708 


98.0024 


586.7850 


10.2691 


423.5732 


133.0198 


18088 


97.9436 


327.2000 


8.0398 


173.4491 


134.5675 


11354 


97.9436 


506.7975 


21.4223 


314.5744 


270.4788 


22574 


97.9436 


81.2075 


8.5952 


22.9443 


21.4221 


17715 


97.8261 


130.5600 


1.5368 


147.2899 


98.8225 


I 2568 


97.8261 


I 15.7850 


10.8130 


164.2118 


90.9813 


23125 


97.7673 


645.5000 


15.9148 


662.2089 


459.7979 


23725 


97.7673 


1004.4725 


42.3701 


631.7577 


161.5521 


3941 


97.7673 


117.1400 


L 1.9950 


115.5958 


87.1463 


19993 


97.6498 


306.8600 


3.3349 


319.5405 


118.3228 


11963 


97.6498 


83.0950 


11.2757 


19.0023 


29.2775 


9806 


97.5911 


79.2650 


1.9188 


53,8484 


27.4883 


3367 


97.5911 


1188.3625 


10.8754 


1556.1042 


446.6942 


5602 


97.5323 


160.4600 


5.8640 


119.0199 


154.7447 


16915 


97.4736 


1062.8075 


142.4367 


375.2551 


620.7577 


3523 


97.4148 


261.6100 


2.4946 


265.8605 


125.2159 


2331 


97.3561 


1040.9625 


^ 83.9986 


288.2437 


367.0784 


4491 


97.2973 


218.1725 


6.1904 


137.1534 


45.7487 


17407 


97.2385 


1190.0400 


L 14.4779 


1290.5723 


344.2359 


4368 


97.1210 


400.2775 


5.4266 


511.9276 


133.4210 


9180 


97.1210 


372.5625 


13.7830 


223.1236 


70.8096 


10960 


97.1210 


886.6050 


11.8630 


714.4602 


134.1032 


23152 


97.0623 


1749.2775 


97.7526 


1032.3974 


283.1970 


17027 


97.0623 


1301.6000 


67.6087 


902.0808 


639.7305 


6604 


97.0035 


64.7400 


1.6977 


39.8711 


18.3146 


21354 


97.0035 


742.6300 


37.5706 


560,9094 


527.6779 


19438 


96.9448 


1 12.1375 


22.8580 


36.2113 


24.0275 


2841 


96.9448 


132.7950 


6.5971 


77.3345 


62.9878 


6473 


96.8860 


87.3200 


5.8007 


63.1210 


68.6514 


19762 


96.8860 


53.3625 


4.5965 


15.5716 


26.4597 


2729 


96.8273 


328.7300 


5.9956 


510.6355 


200.9746 


11698 


96.7685 


86.5700 


7.8327 


157.8403 


44.8530 


6094 


96.7098 


129.0725 


21.1359 


49.6278 


26.4543 


16705 


96.7098 


22.9075 


0.5647 


25.9405 


20.1929 
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Table 6- Laboratory protocols for administration of toxins to hepatocyte cultures and 
Results of AlamarBlue® cell viability assays 



Toxin 

Amiodarone, ICN cat 
no. 15353583 
% viability by 
AlamarBlue test 

Carbamazepine, 

Sigma cat. no. C-8981 
% viability by 
AlamarBlue test 

Chlorpromazine, 

Sigma cat no. C-8138 
% viability by 
AlamarBlue test 

CI-1000 

% viability by 
AlamarBlue test 

Cyproterone acetate 
Sigma cat. no. C-3412 
% viability by 
AlamarBlue test 

Diflunisal, 

Sigma cat no. D-3281 
% viability by 
AlamarBlue test 

DMN, 

Sigma cat no. N-7756 
% viability by 
AlamarBlue test 

Gemfibrozil, 

Sigma cat no. G-95 18 
% viability by 
AlamarBlue test 

Imipramine, 

Sigma cat. no. 1-7379 
% viability by 
AlamarBlue test 



3 hours 6 hours 24 hours 

low dose high dose low dose high dose low dose high dose 



6uM 



60uM 



6uM 



60uM 



O.OlmM ImM O.OlmM ImM 



3uM 



0.3mM 



5uM 



30uM 



40uM 400uM 



30uM 300uM 



ImM lOOmM 



3mM 



50uM 



3uM 



25uM 250uM 25uM 



40uM 



ImM 



0.3mM 



5uM 



30uM 



250uM 



400uM 



6uM 
-100 

O.OlmM 
-100 

3uM 
-100 



25uM 
-90 



40uM 
-100 



30uM 300uM 30uM 
_ -100 



lOOmM 



3mM 



50uM 



ImM 
-100 

0.3mM 
-100 

5uM 
-100 



60uM 
-80-85 

ImM 
-90 

30uM 
-75 



250uM 
-75 



400uM 
-65-70 

300uM 
-85-90 

lOOmM 
-80-85 

3mM 
-50 

50uM 
-85-90 
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Toxin 

Phenobarbital, 

Sigma cat. no. P-5178 
% viability by 
AlamarBlue test 

Tamoxifen, 
Sigma cat no. T-9262 
% viability by 
AlamarBlue test 



3 hours 

low dose higb dose 
0.8mM 8mM 



6 hours 24 hours 

low dose high dose low dose high dose 
0.8mM 8mM 0.8mM 8mM 



Acetominophen, 

Sigma cat. no. A-7085 
% viability by 
AlamarBlue test 

AY-25329 

% viability by 
AlamarBlue test 

CCL,, Aldrich 
cat. no. 31996-1 
% viability by 
AlamarBlue test 

Clofibrate, 

Sigma cat . no. C-6643 
% viability by 
AlamarBlue test 

Diclofenac, 
Sigma cat no. D-6899 
% viability by 
AlamarBlue test 



5uM 



-100 



Tetracycline, O.lmM ImM 

Sigma cat no. T-4062 
% viability by 
AlamarBlue test 



lOuM lOOuM 



Wy-14643 

Cayman Chem 
cat no. 70730 
% viability by 
AlamarBlue test 



ANIT, 25uM 250uM 

Sigma cat no. N-9883 
% viability by 
AlamarBlue test 



-100 



50uM 



O.lmM lOmM 



0.5mM 5mM 



55uM 550uM 



>95 



4uM 40uM 4uM 40uM 4uM 40uM 

-100 -45 



O.lmM ImM O.lmM , ImM 

-100 -85-90 

lOuM lOOuM lOuM lOOuM 



-90 



25uM 250uM 25uM 250uM 

-100 -60 



ImM lOmM ImM lOmM ImM lOmM 

-100 -90 



5uM 50uM 5uM 50uM 

-100 -90 

O.lmM lOmM O.lmM lOmM 

-100 -80-85 

0.5mM 5mM 0.5mM 5mM 

-100 -80-85 

55uM 550uM 55uM 550uM 

-100 -70 
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Toxin 3 hours 6 hours 24 hours 

low dose high dose low dose high dose low dose high dose 



17a-ethinylestradiol, 

Sigma cat. no. E-4876 
% viability by 
AlamarBlue test 

Hydrazine, 

Sigma cat no. H-0883 
% viability by 
AlamarBlue test 

Indomethacin, 

Sigma cat. no. 1-8280 
% viability by 
AlamarBlue test 

Lipopolysaccharide, 

Sigma cat no. L-8274 
% viability by 
AlamarBlue test 

Lovastatin, 

Merck, 40 mg tablets 
% viability by 
AlamarBlue test 

Methotrexate, 

Sigma cat. no. M-9929 
% viability by 
AlamarBlue test 

Tacrine, 

Sigma cat. no. A-3773 
% viability by 
AlamarBlue test 

Valproate, 

Sigma cat no. P-4543 
% viability by 
AlamarBlue test 



lOuM lOOuM 



O.lmM ImM 



0.1 mM ImM 



O.lmM ImM . 



ImM lOmM 



25uM 250uM 



0.4mg/ml 4mg/ml 



lOuM lOOuM 



O.lmM ImM 



O.lmM 1 mM 



O.lmM ImM 



ImM lOmM 



25uM 250uM 



0.4mg/ml 4mg/ml 



lOuM lOOuM 

-100 -80 

O.lmM ImM 

-90-95 -80-85 

0.1 mM 1 mM 

-100 -85-90 

lOug/ml lOOug/inl 

-100 -100 

O.lmM ImM 

-100 -100 

ImM lOmM 

-100 -90 

25uM 250uM 

-100 -75-80 

0.4mg/ml 4mg/rnl 

-100 -95 



lOug/ml lOOug/ml lOug/ml lOOug/ml 



Notes: 

1. Each compound was dissolved in HIM cell culture medium (In Vitro Technologies) containing 0.2% 
DMSO (Sigma cat. no. D-5879). 

2. The AlamarBlue assay was performed only at the 24-hr time point following exposure to the toxin of 
interest. A corresponding vehicle control (0.2% DMSO) sample was also isolated at 3, 6, and 24-hr 
time points for each toxin. 
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WE CLAIM: 

1 . A method of determining whether a compound induces at least one toxic effect on a 
tissue or cell, comprising: 

(a) preparing a gene expression profile of a tissue or cell sample exposed to said 
compound; and 

(b) comparing the gene expression profile to a database comprising an adequate 
amount of the data or information of Tables 5A-5XX to determine whether the compound 
induces at least one toxic effect on the tissue or cell. 

2. A method of claim 1, wherein the gene expression profile prepared from the tissue or 
cell sample comprises the level of expression for at least one gene. 

3. A method of claim 2, wherein the level of expression is compared to a Tox Mean 
and/or Non-tox Mean value in Tables 5 A-5XX. 

4. A method of claim 3, wherein the level of expression is normalized prior to 
comparison. 

5. A method of claim 1, wherein the database comprises substantially all of the data or 
information in Tables 5 A-5XX. 

6. A method of predicting at least one toxic effect of a compound, comprising: 

(a) detecting the level of expression in a tissue or cell sample exposed to the 
compound of two or more genes from Tables 5A-5XX; wherein differential expression of the 
genes in Tables 5A-5XX is indicative of at least one toxic effect. 

7. A method of predicting the progression of a toxic effect of a compound, comprising: 
(a) detecting the level of expression in a tissue or cell sample exposed to the 

compound of two or more genes from Tables 5A-5XX; wherein differential expression of the 
genes in Tables 5 A-5XX is indicative of toxicity progression. 

8. A method of predicting the hepatotoxicity of a compound, comprising: 
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(a) detecting the level of expression in a tissue or cell sample exposed to the 
compound of two or more genes from Tables 5A-5XX; wherein differential expression of the 
genes in Tables 5A-5XX is indicative of hepatotoxicity. 

9. A method of identifying an agent.that modulates the onset or progression of a toxic 
response, comprising: 

(a) exposing a cell to the agent and a known toxin; and 

(b) detecting the expression level of two or more genes from Tables 5 A-5XX; 
wherein differential expression of the genes in Tables 5A-5XX is indicative of toxicity. 

10. A method of predicting the cellular pathways that a compound modulates in a cell, 
comprising: 

(a) detecting the level of expression in a tissue or cell sample exposed to the 
compound of two or more genes from Tables 5A-5XX; wherein differential expression of the 
genes in Tables 5 A-5XX is associated the modulation of at least one cellular pathway. 

1 1 . The method of any one of claims 6-10, wherein the expression levels of at least 3 
genes are detected. 

12. The method of any one of claims 6-10, wherein the expression levels of at least 5 
genes are detected. 

1 3 . The method of any one of claims 6- 1 0, wherein the expression levels of at least 1 0 
genes are detected. 

14. The method of any one of claims 6-10, wherein the expression levels of at least 50 
genes are detected. 

15. The method of any one of claims 6-10, wherein the expression levels of at least 100 
genes are detected. 

1 6 . The method of any one of claims 6- 1 0, wherein the expression levels of at least 5 00 
genes are detected. 
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17. A method of any one of claims 6-10, wherein substantially all of the genes in Tables 
5A-5XX are detected. 

18. A method of claim 51, wherein all of the genes in at least one of Tables 5A-5XX are 
detected. 

19. A method of any one of claims 6-10, wherein the compound exposure is in vitro. 

20. A method of claim 19, wherein the cell sample comprises rat hepatocytes. 

21. A method of any one of claims 6- 1 0, wherein the level of expression is detected by an 
amplification or hybridization assay. 

22. A method of claim 21, wherein the amplification assay is quantitative or semi- 
quantitative PCR. 

23. A method of claim 21, wherein the hybridization assay is selected from the group 
consisting of Northern blot, dot or slot blot, nuclease protection and microarray assays. 

24. The method of any one of claims 6-10, wherein the detected level of expression is 
compared to that found in cells exposed to a known toxin. 

25. The method of claim 24, wherein the toxin is selected from the group consisting of 
amiodarone, alpha-naphthylisothiocyante (ANIT), acetaminophen (APAP), AY-25329, 
carbamazepine, carbon tetrachloride, chlorpromazine, CI- 1000, clofibrate, cyproterone 
acetate (GPA)i diclofenac, diflunisal, dimethylnitrosamine (DMN), 17a-ethinylestradiol, 
gemfibrozil, hydrazine, imipramine, indomethacin, lipopolysaccharide, lovastatin, 
methotrexate, phenobarbital, tacrine, tamoxifen, tetracycline, valproate and Wy- 14643. 

26. The method of claim 25, wherein the level of expression is compared to that found in 
Tables 5A-5XX. 

27. The method of claim 26, wherein the cells are primary hepatocytes. 
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28. The method of claim 27, wherein the cells are rat primary hepatocytes. 

29. A method of claim 6 or 7, wherein the effect is selected from the group consisting of 
genotoxic and non-genotoxic carcinogenesis, cholestasis, direct-acting toxicity, hepatitis, 
liver enlargement, inflammation, necrosis, necrosis with steatosis, peroxisome proliferation, 
steatosis, and steatosis with hepatitis. 

30. A method of claim 8, wherein the hepatotoxicity is associated with at least one liver 
disease pathology selected from the group consisting of genotoxic and non-genotoxic 
carcinogenesis, cholestasis, direct-acting toxicity, hepatitis, liver enlargement, inflammation, 
necrosis, necrosis with steatosis, peroxisome proliferation, steatosis, and steatosis with 
hepatitis. 

31. A method of claim 1 0, wherein the cellular pathway is modulated by a toxin selected 
from the group consisting of amiodarone, alpha-naphthylisothiocyante (ANIT), 
acetaminophen (APAP), AY-25329, carbamazepine, carbon tetrachloride, chlorpromazine, 
CI- 1000, clofibrate, cyproterone acetate (CPA), diclofenac, diflunisal, dimethylnitrosamine 
(DMN), 17a-ethinylestradiol, gemfibrozil, hydrazine, imipramine, ihdomethacin, 
lipopolysaccharide, lovastatin, methotrexate, phenobarbital, tacrine, tamoxifen, tetracycline, 
valproate and Wy- 1 4643 . 

32. A set of at least two probes, wherein each of the probes comprises a sequence that 
specifically hybridizes to a gene in Tables 5A-5XX. 

33. A set of probes according to claim 32, wherein the set comprises probes that hybridize 
to at least 3 genes. 

34. A set of probes according to claim 32, wherein the set comprises probes that 
hybridize to at least 10 genes. 

35. A set of probes according to claim 32, wherein the set comprises probes that 
hybridize to at least 100 genes. 
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36. A set of probes according to claim 32, wherein the set comprises probes that 
hybridize to at least 500 genes. 

37. A set of probes according to any one of claims 32-36, wherein the probes are attached 
to a solid support. 

38. A set of probes according to claim 37, wherein the solid support is selected from the 
group consisting of a membrane, a glass support and a silicon support. 

39. A solid support comprising at least two probes, wherein each of the probes comprises 
a sequence that specifically hybridizes to a gene in Tables 5A-5XX; 

40. A solid support of claim 39, wherein the solid support is an array comprising at least 
10 different oligonucleotides in discrete locations per square centimeter. 

41 . A solid support of claim 39, wherein the array comprises at least about 100 different 
oligonucleotides in discrete locations per square centimeter. 

42. A solid support of claim 39, wherein the array comprises at least about 1000 different 
oligonucleotides in discrete locations per square centimeter. 

43. A solid support of claim 39, wherein the array comprises at least about 10,000 
different oligonucleotides in discrete locations per square centimeter. 

44. A computer system comprising: 

(a) a database containing information identifying the expression level in a tissue 
or cell sample exposed to a hepatotoxin of a set of genes comprising at least two genes in 
Tables 1-5XX; and 

(b) a user interface to view the information. 

45. The computer system of claim 44, wherein the cell samples are rat primary 
hepatocytes. 
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46. A computer system of claim 44, wherein the database further comprises sequence 
information for the genes. 

47. A computer system of claim 44, wherein the database further comprises information 
identifying the expression level for the set of genes in the tissue or cell sample before 
exposure to. a hepatotoxin. 

48. A computer system of claim 44, wherein the database further comprises information 
identifying the expression level of the set of genes in a tissue or cell sample exposed to at 
least a second hepatotoxin. 

49. A computer system of any of claims 44-48, further comprising records including 
descriptive information from an external database, which information correlates said genes to 
records in the external database. 

50. A computer system of claim 49, wherein the external database is GenBank. 

51. A method of using a computer system of any one of claims 44-48 to present 
information identifying the expression level in a tissue or cell of at least one gene in Tables 
5A-5XX, comprising: 

(a) comparing the expression level of at least one gene in Tables 5A-5XX in a 
tissue or cell exposed to a test agent to the level of expression of the gene in the database. 

52. A method of claim 51, wherein the expression levels of at least 2 genes are compared. 

53. A method of claim 51, wherein the expression levels of at least 10 genes are 
compared. 

54. A method of claim 51, wherein the expression levels of at least 100 genes are 
compared. 

55. t A method of claim 51, further comprising the step of displaying the level of 
expression of at least one gene in the tissue or cell sample compared to the expression level 
when exposed to a toxin. 



BNSDOCtD: <WO_^_03065993A2J_> 



WO 03/065993 



-873- 



PCT/US03/03482 



56. A kit comprising at least one solid support of any one of claims 39-43 packaged with 
gene expression information for said genes. 

57. A kit of claim 56, wherein the gene expression information comprises gene 
expression levels in a tissue or cell sample exposed to a hepatotoxin. 

58. A kit of claim 57, wherein the gene expression information is in an electronic format. 

59. A method of identifying an agent that modulates at least one activity of a protein 
encoded by a gene in Tables 5 A-5XX comprising: 

(a) exposing the protein to the agent; and 

(b) assaying at least one activity of said protein. 

60. A method of claim 59, wherein the agent is exposed to a cell expressing the protein. 

61 . A method of claim 60, wherein the cell is exposed to a known toxin. 

62. A method of claim 61, wherein the toxin modulates the expression of the protein. 
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